FIGURE 1 



CCAGGTCCAACTGCACCTCG^ 

CGACCTCGACCCACGCGTCCGCCAAGCTG^^ 

CAGGCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCA 

AAGGGCTAGGGTCCATCTCCAGTCCCAGGACACAG^ 

TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGG^ 

AGCAGCTCCTGCCCCTGTCCGGGGGATQACTGATTCTCC 

AGGCCACC C CGC CTGGAGG CACAGGC CATG AGGGGCTCTCAGGAGGTGCTGCTGATGTGGCT 

TCTGGTGTTGGCAGTGGGCGGCACAGM 

GTCCCGGGCTCACGGGGACCCrGTCTCCGACTCG 

TCACCACCTGCGACGGGCACCGGGCCTGCAGCACCTA^ 

CGCCGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTGCT 

GACCAGCGGGCTTCCTGGGGCCTGTGGAGC^^ 

GGAGCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCA^ 

TCAGATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTC^ 

CGGCAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTGTCT 

TGCCCAAGGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGG 

GAAGAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTG 

GGCCCCACTGCACAGCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCC 

TCCTGGTGCACTCCTTCCAGCAGCT 

CTGGAGGAGCAGCTGGGGTCCTGCTCCTGCAAGAAA 

CTGGACTGAGCCCCTC^CGCCGCCCTGCAGCCCCCATG^ 

CAGAAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGCAGG^ 

CCCTTCCCTCGGGAGGGTCCXICAGACCCTGGC^TC 

CCACCCCTGGCTACCCCCACCCT^ 

GCTGAGGGAAGGTACGAGTTCCCCTGCTG 

CGGAGGCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACC 

CGTGAAAAAAAAAAAAAA&AAAAAAAAAAAAAAAAAAA^ 

AGAGTCGACCTGCAGAAGCTTGGCCGCCATGGCCCAACTTGTTTATTC 

TACAAAT 



FIGURE 2 



MTDSPPPGHPEEKATPPGGTGHEGLSGGAADVASGVGSGR^ 

SESFVQRVYQPFLTTCDGHRACSTYRTIYRTAYRR^ 

GAAICQPPCRNGGSCVQPGRCRCPAGVraGDTCQSDVDECSA^^ 

EGHSLSADGTLCVPKGGPPRVAPNPTGVDS^ 

QALEHGLPDPGSLLVHSFQQLGRIDSLSEQISFLEEQLGSCSCKKDS 

Signal sequence; 
amino acids 1-19 



P cAHP- and cGMP-dependent protein kinase phosphorylation sites. 

^ amino acids 93-97, 270-274 

SI 
W 

fU N-myristoylation sites. 

JS amino acids 19-25, 78-84, 97-103, 100-106, 103-109, 157-163, 
191-197, 265-271 

|* 

0 

M Amidation site* 

iff 

^ amino acids 26-30 

j * 

Aspartic acid and asparagine hydroxy lation site, 
amino acids 152-164 



Cell attachment sequence* 
amino acids 130-133 



EGF-like domain cysteine pattern signature. 

amino acids 123-135 



FIGURE 3 



CGCTCGCCCCGTCGCCCCT 
GTCAGCCCACGGCGGG<^ 

CGGTTCTTGGTGCCCCTGGGCATCACCAACATAGCCATCGA 

CCGGGGCATTGCTGCTGTCAAGGAGGATGCAGTCGAGATGCTGGC 

ACTCCCTCATGAAGTTCTTC^CGGGTC 

GTGAACAGCAAGAGAGACAGGACCAAAGCCGTCCTGTGT^^ 
TGCCGTCTTTCACACACTGATAGCTTATAGTGA^ 
ACCATGTGGACGAGTCGGTGGGGAGCAAGACGAGAAGGG^ 
CCTTTCATGGACGCAATGGCATGGA 

TTCAC^GTCACCTGGAATGCCGGGAGCCCCTGCTCATCCCGA 

GCACTTGTGCXjCrGCACCACCCTGTGCCTGGGCTACT 

TGACAGAAGTGGCCCGGAGCTGGGGGGAGATGCAAC^ 

GGCCTTTGGCTCTAATTCTGGCCACACAGAGAATCAGT 

TCCCGGGACCTTGGTGGCAGTTOTGCAGCCACAGAGGCAG 

CCCTGTGGGTCACATGCCATACGGCT 

ACAAGAATAACCCCAGCAACAAACTGGTGAGC^^ 

AAGAAGTTCACCTTCGTCTGCATGGCTCTC^ 

ACCCAACX3TGTCTGAGAAAATCITGATAGACA 

TCTGTGTTGTTCCTTTGCGGATCT^ 

CTCACCGGGTGGCTGATGACACT^ 

GATCATCGTCCTCATCGCCAGCCTCGTGGTCCfTACCCTACCTGGGGGTG 
TGGGCGTGGGCTCCCTCCTGGCGGGCT^ 
TGCTATGTCTACCX3GAAGCAGA2UUUIGAAGATGGAGAATGACT 
CTCTGCCATGACAGACATGCCTCC^ 

AGAATGAATAAGGCACGGGACGCCATGGGCACTGCAGGGACGGTCAG 

GGCATCATCTCTTCCCTCTCCCATCGT^^ 

GAAAGAGGCCTTGATTTAAAGGTTTCGTGTCAATTCTCT 

GACGGGGGGACCTAGTGAATGGTCTTTACTGTTGCTATC 

TTCATACCCCTGCCTCACGAAAACCCAAA^ 

TCCTCCCCTGGACAATCTCCTCTTGGAACCAAAGGACTGC^ 

CACCCTG(»CAGCAGGCC^CAGACT^ 

TTAAAACTCGGCTTCCTTTGATTT^ 

CGGTGGCCTOTTAAATTTCCCTTCTGCCACGGAGTTCGAAAC 

GAGGCXSGGTGGCACGCTGCAGCCCGGAGTCCC^ 

CAC^GCAGGCTGACAGATGGACAGAATCTCCCGTAGAAAGGTT^ 

GGCAGCAAACTGACATGGTTGAATGA^ 

GCTGTCAGTTCTCACCCX:CACCGTGTA^ 

GCGCATCTCC^GATTCCAGACCCTGC^ 

CTTTCCTGAAGGTOSC^^ 

TACAGTGAACTGAAGCTTTAAGTCTCATCCAGCAOT 

TTTTGAAGTAGATATATTACCTGGTTC^ 

TTGAGAATGTACTACGGTACTTCCCTCCCA<^^ 

ATACGA.GAGTGACTATGTGGTCCTCCCTGAAATAACGCATO 

TATTTTTCTAAGTTTTGGAAAGCAGGTTTTTT 

AAATTGATTTAGTCAGAATTCC^ 

TAAATATATGCTGTATATGTTATGTAATTTATTTTAGGCTATAATACATTTCCT 
ATTTTCAATAAAATGTCTCTAATACAAAAAA 



FIGURE 4 



MVKFPALTHYWPLIRFLVP^ 

TGPMSDFKNVGLVFVNSKRDRTKAVLCM^^ INKLHHVDESV 

GSKTRRAFLYLAAFPFMDAMAWTO 

REPLLIPILSLYMGALVRCTTLCK^ 

ATQRI SRPI VNLFVSRDLGGSSAATEAVAILTATYPVGHMPYG IRAVYPAFDKNNPSN 
KLVSTSNTVTAAHIKKPTFVCMALSLTLCFVMPWTPNVSEKI 

I FS FFPVPVTVRAHLTGWLMTLKKTFVLAPSSVLRI I VLIASLVVLPYIjGVHGATIjGVGSLiIj 
AGFVGESTMVAIAACYVYRKQKKKMENESATEGEDSAMTO 

Transmembrane domains i 

amino acids 86-106, 163-179, 191-205, 237-253, 327-343, 357-374, 
408-423, 431-445 
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CCTmC&G&AGT(K!CX:aX^ 

GCCNTTTGGCTCTAATTCTGGCCACACAGAGARNCAGTCGGCCTATTGTCAACCTCTOT 
TCCCSGGACCTTGGTGGCAGTTCTGCAGCCACAGAGG 

CCCTGTGGGTCACATGCCATACGGCTGGTTGACGGAAATCCGTGCTGTGTATCCTGCTTTCG 

ACAAGB^TAACCCCAGCJ^CAAA^ 

AAGAAGTTCACCTTCGTCTGCATGGCTCTGTCaCTCAC 

ACCCAACGTGTCTGNGAAAATCTTGATAGACATCATCGGA^ 

TCTGTGTTGTTCCTTTGCGGATCTTCTCCTTCT^ 

CTCACCGGGTGGCTGATGACA.CTGAAGAAAACCTTCGTC 



FIGURE 6 

TGACGGAATCCCGGGCTGGGTATCCTGGTTTNGAGAAGATAA^ 

GAGCAGGGCAAAAC^GTNACGGGGAGCCCACATCAAGAAGTTCA 

TGTCAACTC^CGCl^JTGTTTCSTGATGTTTTG^ 

AGACATNATCGGAGTGGANTTTGCCTTTGCAGAAinTrGNGNTGTTCCTTTG^ 

CCTTTTTCCGAGTTCCAGTCACAGNGAGGGOT 

AAAACCTTTGTCCTTGCCCCCAGCnrPTTGG 

GGTCCTACCCTACCTGGGGGTGCACGGTGCGACCCTGGGCGTGGGTTCCCTCCTGGCGGGCA 



FIGURE 7 

TATTCCCAGTTCCGGTCACGGGGAG^ 

ACCTTNGTCClTGCCCCaUSNTTTGTGNTGa^ 

CCTACCCTACCTGGGaOTGCAOGGTGAGAC 



FIGURE 8 



GCCCCGCGCCOSGC^CQGGCQCCCGaAGCCGGGAGCCACCGCCATGQGGQCCTGCCTGGGa 
<KCTGCTCCCTGCTCAGCTGCGCGTCCTGCCTCTGCGGCTCrGCCCCCTGCATC^ 
CTGCTGCCCCGCCAGCCGCAACTCCACCGTGAGCCGCXrrCATCTTCACGTTCTTCCT 
TGGGGGTGCTGGTGTCCAT^TTATGCTG 

CCCTGGGTGTGTGAG<^GGGGGCCGGGATCCCCACCGTCCTGCAGGGCCACATCGACTGTGG 
CTCCCTGCTTGGCTACCGCGCTGTCTAC^ 

TCTTTTTCAC CCTGCTCATGCTCTGCGTGAGCAGCAG CCGGGACCCCCGGGCTGCCATCCAG 

AATGGGTTTTGGTTCTTTAAGTTCCTGATCCTGGTGGGCCT 

CCCTGACGGCTCCTTCACCAACATCTGGTTCT 

TCCTCATCCAGCTGGTGCTGCTCATC^CTTTGCGCACTCCTC 

AAGGCCGAGGAGTGCGATTCCCGTGCCTGGTACGCAGGCCTCTTCTTCTTCACTCT 

CTACTTGCTGTCGATCGCGGCCGTGGCGCTGATGTTCATGTACTACACTGAGCCCAGCGGCT 

GCCACGAGGGCAAGGTCITCATCAGCCTCAACCTCACCTTCTGTGTCTC 

GCTGTCCTOCCCAAGGTCCAGGACGCCCAGCCCAACTCGGGTCTGCTGCAGGCCTCGGTCAT 

CACCCTCTACACCATGTTTGTC^CCTGGTCAGCCCTATCCAG 

ACCCCC&TTTGCCAACCCAGCTGGGCAACGAG^ 

ACCCAGTGGTGGGATGCCCCGAGCATTGTGGGCCTCATCATCTTCCT 

CATCAGTCTGCGCTCCTCAGACCACCGGCAGGTGAACAGCCTGATGCAGACCGAGGAGTGCC 

CACCTATGCTAGACGCCACACAGCAGCAGCAGCAGC^ 

TTTGACAACGAGCAGGACXSGCGTCACCTACAGCTACTCCTTC^ 

GGCCTGACTGGACGTCATGATGACGCTCACCU^CTGGTACAAGCCCGGTGAGACCCGGAAGA 

TGATCAGCACGTGGACCGCCGTGTGGGTGAAGATCTGTGCCAGCTGGGCAGGGCTGCTCCTC 

TACCTGTGGACCCTGGTAGCCCCACTCCTCCTGCGCA^ 

CACAGCCTGCCATCTGGTGCCTCCTGCCACCTGGTC 

GCCCCCTCCCCACACCAATCAGCCAGGC 

CC^CTGAGCCGGGCCTTCTAGTCGTAGTGCCTTCAGGGTCCGAGGAGCATCAGGCTCCTGCA 

GAGCCCCATCCCCCCGCC^CACCCACACGGTGGAGCTGCCTCITCCTTCCCCTCCrrCCCT 

TGCCCATACTCAGCATCTCGGATGAAAGGGCTCCCTTGTCCTCAGGCr 

CTGCTGGAGAGAGCGGGGAACTCCCACCACAGTGGGGCATCC 

CCTGGTCACGTCCCCCAGGGGACCCTGCCCCCTTCCT 

AAGACTTTTTCTAATAAACAAGCCAGTGCGTGTAAAAAAAA 



FIGURE 9 



MGACLGACSLLSCASCLCGSAPCILCSCCPASRNSTVSRLIFTFFLFZiGVLVSIIMLSPGVE 

SQLYKIPWCEEGAGIPTVLQGHIDGGSLUSYRAVYI^CFATAAFFFFFFTLLMLCVSSSRD 

PRAAIQNQFOTFKFLILVGLTVGAFYIPDGSFTNIWFYFGWGSFLFILIQLVLLIDFAHSW 

NQRWLGKABECDSRAWYAGLFFFTLLFYLLSIAAVAL^ 

VCVSIAAVLPKVQDAQPN£^LLQASVITLYTM^ 

GPKGYETQWWDAPSIVGL I IFLLCTLFI SLRSSDHRQVNSLMQTEECPPMLDATQQQQQQVA 

ACEGRAFDNEQDGVTYSYSFFHFCLVIASLHVMMTLTNWYKPGETRKMISTOT 

WAGLLLYLWTLVAPLLLRNRDFS 

Signal sequence: 
amino acids 1-20 

Transmembrane domains J 

amino acids 40-58, 101-116, 134-150, 162-178, 206-223, 240-257, 
272-283, 324-340, 391-406, 428-444 



FIGURE 10 



GAGCGAGGCCGGGGACTGAAGGTGTGGGTGTCGAGCCCTCTGGCAGAGGGTTAACCTGGGTC 

AAATGCACGGATTCTCACCTCGTACAGTTACGCTCTCCCGCGG<^CGTCCGCGAGGACTTGA 

AGTCCTGAGCGCTCAAGTTTGTCCGTAGGTCGAGAGAAGGC CATGG AGGTGCCGCCACCGGC 

ACOTCX^GCTTTCTCTCTAGAGCATTGTGCCTATTTCCCCGAGTOTTTGCTGCCX3^GCTO 

TGACTGCCGATTCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCC 

TATTACCCGGAATCTGGATGGGACCGCCTCCGGGAGCTGTTTGGGAAAGATGAACAGCAGAG 

AATTTCAAAGOACCTTGCTAATATCTGTAAGACGGCAGCT^ 

TGTATGGGGGAATACCAGCTTTTATTCATGCTAAACAACAAT^ 

GAAATTTATGATAACCGGTTTGATGCTGTGCAATCTC 

CATTCGTTATGGCTGGCGCTGGGGTTGGAGAACTGCAGTGTTTGTGACTATATTC^ 

TGAACACTAGTCTGAATGTATACCGAAATAAAGATGCCTTAAGCCATTTTGTAATTGCAGGA 

GCTGTCACGGGAAGTCTTTTTAGGATAAACGTAGGCCTGCGTGGCCTGGTGGCTGGTGGCAT 

AATTGGAGCCTTGCTCGGCACTCCTGTAGGAGGCCTGCTGATGGCATTTCAG^ 

GTGAGACTGTTCAGGAAAGAAAACAGAAGGATCGAAAGGCACTCCATGAGCTAAAACTGGAA 

GAGTGGAAAGGCAGACTACAAGTTACIX3AGCACCTCCCTGAGAAAATTGAAAG 

GGAAGATGAACCTGAGAATGATGCTAAGAAAATTGAAGCACTGCTAAACCTTCCTAGAAACC 

CTTC&GTAATAGATAAACAAGACAAGGACTGAAAGTGCTCT 

GCTGAAGGGAGCTGCCATGTCCGATGAATGCC^CAGACAGGCCACTCTT^ 

TGACAAATTTAAGTGCTGGTACCTGTGGTGG(^GTGGCTTGCTCTTGTCTT^ 

TTTAACTAAGAATGGGGCTGTTGTACTCTCACTTTACT^ 

TATGTTTGTATTAATCTATCAATATATGCATACA^ 

GCAGTAAATAAAACATTTCGCAAAAG^TTAAAGTTGAATTTTACAGTTT 



FIGURE 11 



></usr/seqdb2/sst/DNA/Dnaseqs,min/ss,DNA23318 
xsubunit 1 of 1, 285 aa, 1 stop - ' 

><MW: 32190, pi: 9.03, NX(S/T) : 2 

MEVPPPAPRSFLCRALCLPPRWAAEAVTADSEVLEERQKRLPYVPEPYYPESGWDRLRE 
GKDEQQRI S KDLANI CKTAATAGI IGWVYGGI PAF IHAKQQ YI EQSQAE I YHNRFDAVQS AH 
RAATRGFIRYGWRWGWRTAVFVTI FNTVNTSLNVYRim)ALSHFVI AGAVTGSLFRINVG^ 
GLVAGGI IGALLGTPVGGLIiMAFQKYAGETVQERK^ 
KIESSLREDEPENDAKKIEALLNLPRNPSVIDKQDKD 

Important Features: 
Signal Peptide: 
amino acids 1-24 

Transmembrane domains: 

amino acids 76-96 and 171-195 

N-glycosylatibn site: 

amino acids 153-156 



FIGURE 12 



CGGAAGTCCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 

ATCTGGATGGGACCGCTCCGGGAGCTGTTTGGCAA^ 

CCTTGCTAATATCTGTAAGACGGCAGCT 

TACCAGCTTTTATTGATGCTAA^ 

AACCGGTTTGATGCTGTGCAATCTGCACATCGTGCT 

GCTGGCGCCGAACC 



FIGURE 13 

TCAAGTTTGTCCGTAGGTCGAGAGAAGGCCA^ 
TTTTCTGTAGAGCATTGTGCCTATTTCCCO^G 

TCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 
ATTTGGATGGGACCGCCTCCGGGAGCTGTTTGGCAAAGAT 

ACCTTGCTGATATNTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGGTGTATGGGGGA 

ATACCAGCTTTTATTCATGOTAAACAAGAATACATTC 

TAACC 



FIGURE 14 

GAGCCGOXXICGCGCGC^ 
GCGTTGCTGCCCCGCCTGGGCCAG 

CCGCCGGACTCGAATTTAOTTGCAGCTGCOGGCAACCACA 

GCTTCGCGTGTTCCAAGAACTGCCTGTGCGCCCTCAACCT 

CTGCTAATTGGAATTGCTGCGTGGGG^^ 

CXSGCGTGGTCATTGCAGTGGGCATCTTCrTG 

CTGTAAAACATCATCAGGTGTTGCTATTTTTTTATATGA 

GTTCAGTTTTCTGTATCTTGCGCTTGTTTAGCCCT 

GGAGGTTGGTTGGAACAATACGGCAAGTGCTCG 

GTGGGTTCCGAAGTGTTAACCCAAATGACACCTGTCTGGCTAGCTGTGTT 

TCGTGCTCGCCATGTGCTCCAATCATAGG 

TGGCATTGGCCTGTTCTTCAGTTTTACAGAGATCCTGGGT 

GGAACCAGAAAGACCCCCGCGCGAATCCTAGTGCATTCCTTTO 

TTCCTTTCGTATTATGATCTTGTT 

TTAAGGAAGGAAACAOTATCTGGAAAAGTACCTTATTGATAGTG^ 

CTATGTTTCTCTACATGTTTTTTTCTTTCCGTTC 

TGAAGCTCGGTGGCACCTGGAATTTACTC 

TCTTAGCATTTTTACCTGCAGAAAAACTTTGTATGGTACCACT 

TOTGAACGTACATCTCACTGGTATAATTATATGTAGCACTGTGCTGTGTAGA 

TGGAAAAAGAGTGGAAATTTATTAAAATCAGA^ 

TCCAAATTCCCAATTTTTTTTGGTCTTTTT 

TAAAAATGATAATTTACTTGTAGTCTTTTATGATO 

GTCTTAGGAAATTGTGGTTTAATTTTTGACTTCT 

CATGAAATGTTCTAATGTATAATAACATTO^ 

TGAGTAATCAGGAAGTATATCTATATGATCTTGATATTGTTT^ 

AAGACTGC^TTTTTAAACAAGTTAGTATTAATGCGTTGG 

ATTATCTTAAAAATTGTTAAATACCGTTTTCATGAAATTTCTCA 

GTCAAACCTAAGC^TATTTGAATATGATCTCCCATAATTTGAA^ 

GCTCTGTATATTCTGTTAAAAAATTAAAGGACA 

ATTAAAAGAAAGTAATGGAAG 



FIGURE 15 

></usr/seqdb2/sst/DNA/Dnaseqs .rain/ss . DNA39979 
xsubunit 1 of 1, 204 aa, 1 stop 
><MW: 22147, pi; 8.37, NX(S/T) : 3 
MVCGGFACSKNCLCALNLLYT^ 

GLIGAVKHHQVLLFFYMI ILI^WIVQFSVSCACIJ^QEQQGQLI^VGWNNTASAE^NDIQR 
NLNCCGFRSWPNDTCLASCVKSDHSCSPCAPI IGEYAGEVLRFVGGIGLFFSFTBILGVWL 
TYRYRNQKDPRANPSAFL 

Signal Peptide: 
amino acids 1-34 

Transmembrane domains t 

amino acids 47-63, 72-95 and 162-182 



FIGURE 16 

TGATTGGAGCTGTAAAAAA 

TGTATTTATTGTTCAGTTTTNTGTATCTTGCXXri^ 

GTC^GNTTNTGGAGGTTGGTTGGAACAATACGGCAA 

NTAAACTGCTGTGGGTTCCGAAGTGTTAACCC^ 

AAGTGACCACTNGTGCTCGCCATGTGCTCCAATC!^ 

GATTTGTTGGTGGCATTGGCCTGTTNTTCAGTTTTACA 

TACAGATACAGGAACCAG 



FIGURE 17 

AATCCCAAATTCCCCAM^ 

TAGTATAAAAATGATAATTTACTTGTAGTCTTT^^ 

TTATGTCTTAGGAAATTGTGGTTTAATTTT^ 

GTTTCATGAAATGTTCTAATGTATAATAACATTTACCTTC^ 

AGTTTTGAGTAATCCAGGAAGTATATCTAT^^ 

TCTAAAAGACTGCATTTTTAAACAAGTTAGTATTAATGCX3OT 

ATTTGATTATCTTAAAAATTGTTAAATACCGTTTTC^ 

AACTTGTCAAACCTAAGCATATTTGAATATGATCT 

GTGTGGAGGAAATGGCAATCTTATGTGT^ 

CCACTTGC 



FIGURE 18 



ATGATTATTCTGTTACTTCTATITATTGTT 

CTGAAACCAGGAGCAACAGGGNNCAGCTTCCTGGAGGTTGGTTGGCAACA^ 

TGACTCCGCAAATGACATCCCAGAGAAATCCTAAACTGCTGTGGGTTCCGAAGTGTTAACCC 

AAATGAC^CCTGTCTGGCTNGCTGTGTTAAAAGTGACCAC^ 

TCATAGGAGAATATGC 



FIGURE 19 



CACTCAC CATGA AGCTQQGCTCTQTCCTCATGGCCTGCWCCCTCrACCTTTCCCTTQGTGTC 

CTCTGGGTGGCCCAGATGCTACTGGC!TGCCAGTT^ 

CTGCACTGAGGAGAGC&GCTGCCAGACGGAGGATGACT^ 

TCCAGGTCSAGGCCTACACTTTCAGTGAACCCTTCCACCT^ 

ATCCTCCAAGGTCCAGCCAAGCCAGTTTTTGAAGG 

CTGGCAAGACTGGCCACTGACTCAGGTGACCTTCTACCGAGATGGCTCAGCT 
CCGGGCCTAACAGGGAATTCTCCATCACCGTGGTACAAAAGGCAGACAGCGGGCACTACCAC 
TGCAGTGGCATCTTCCAGAGCCCTGGTCCTGGGATCCCAOAAACAGCATCTGTTGTGGCTAT 
CACAGTCCAAGAACTGTTTCCAGCGCCAATTCT 

CAGGAAGCCCCATGACCCTGAGTTGTCAGACAAAGTTGCCCCTOCAGAGGTCAG^^ 

CTCCTCTTCTCC^ITCTAGAAGGATGGAAGGATAGTGC^ 

CCAGATCCCCACaGCTTCAGAAGATCACTCCGGGTCATACrGGTC 

ACAACCAAGTTTGGAAACAGAGCCCCCAGCTAGAGATCAGAGTG 

GCTGCACCTCCCACATTGAATCGAGCTCCTCAGAAATC^ 

GGAGGCCCCTGGGCCTCTGCCTCCGCCGCCAACCC^ 

CTCCTCTGGGGATGCCAGATCCTGATCTGTATC^ 

CAGGATGTGAGAGTCCTCCTCGGTCACOTGCTCAT 

G AAGC CTGGGAC CACAAAGGCT ACTGCTGAATAQAAGTAAACAGTT CAT C CATGAT CTCACT 
TAACCACCCCAATAAATCTGATTCTTTATTTTCT 

CTTTTACAAGTTGTCCCAGTGTTTTGTTAGAATAATGTAGTTAGGTGAGTGTAAATAAATTT 

ATATAAAGTGAGAATTAGAGTTTAGCTATAATTGTGTATTCTCTCTTAACAC^ 

TGCTGTCTAGATGAGGAATTTCTATCTGTTAT^^ 

CTAATGGAAGTGGATTGAATACAGCAGTCTCA 

TTGGGCAATGTTTGGAGACATTTTGGTCATTATACTTG^ 

GTGTCTACTGGCATCCAGTAAATAGAAGCGAGGGGTC 

GGC^GTACCCC^CAACGAAAAATAATCIX^CCCAAAATGTCAGTTGTAOTGA 

CCCCAGCCTAATGAAACCCTAGGTGTTGGGCTCTGGAA 

TATCTCTTTCCAGCCTCATTCAGCTATTCTTACTGACATACCAGTCT^ 

GTCTGTTCTTTAGTTCTAGTTTGTATCCCCTCAAAAGCCATTATGTTGAAATCCTAATCCCC 

AAGGTGATGGCATTAAGAAGTGGGCX^TITGGGAAGTGATTAGATCAGGAGTO 

ATGATTAGGATTAGTGCCCTTATTTAAAAAGGCCCCAGAGAGCTAACT(^CCCTTCCACCAT 

ATGAGGACGTGGCAAGAAGATGACJiTGTATGAGAACCAAAAAACAGCTGTCGCCAA^ 

ACTCTGTCGTTGCCTTGATCTTGAACTTCC^GCCTCCAGAACTATGAGAAATAAAATTCTGG 

TTGTTTGTAGCCTAA 



FIGURE 20 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss -DNA40594 

xsubunit 1 of 1, 359 aa, 1 stop 

><MW: 38899, pi: 5.21, NX(S/T) : 0 

MKLGCVLMAWALYLSLGVLWVAQMLLAASFETL^ 

KAYTFSEPPKLIVSYDWLILQGPAKPVPEGDLLVLRCQAWQDWPLTQW 

NREFSITWQKADSGHYHCSGIFQSPGPGIPETASWAIWQEL^ 

POTLSCQTKLPIiQRSAARLLFSFYKTCRIVQSRGLSSEFQIPTASEDHSGSYW 

VWKQSPQIiEIRVQGMSSAAPPTLNPAPQKSAAPGTAPEEAPGPLPPPPTPSSEDPGFSSPL 

GMPDPHLYHQMGLLLKHMQDWV 

Signal sequence: 
amino acids 1-17 

Leucine zipper pattern sequence: 

amino acids 12-33 

Protein kinase C phosphorylation site: 

amino acids 353-355 



FIGURE 21 



CCC&CGCGTCCGCCra^ 

TGAGCCTCTTTGGTAGCAGGAGG 

ATCTTACTGGGCCTGCTACTCCTGGGGC^^ 

GGAAGTGCCAGAGAGTGTAACAGGACCTTGGAAAGGGGATGTGAA^ 
ACCCCCTGCAAGGCTACACCCAAGTCT^ 

GTCACCATCTTTCTACGTGACTCTTCTGGAGACCATATCCAGCAG 

CCTGCATGTGAGCCACAAGGTTCCAGGAGATGTATCCCTC 

ATGACCGGAGCGACTACACGTGTGAAGTCACCTGG<^ 

AGAGATAAGATTACTG&GCTCCGTO^ 

TGGCAGCGGTTATGGCTTQ^CGGTGCCCCAGGGAATG 

GGGGTTCTCCTCCCATCAGTTATATTT^ 

AAAGTAGCAACCCTAAGTACCTTACTCTT 

TTTCTGCACTGCCAAGGGCCAGGTTGGCT 

TCAAAGACTCCTCAAAGCTACTCAAGACCAAGACTGAGGCACCT 

TTGAAAGCAACATCTACAGTGAAGCAGTCCTGGGACTGGACCACT 

TGGAGAGACCAGTGCTGGGCCAGGAAAGAGCCTGCCTG 

CCTTGTGCTGTATGGTGGTTTTTACCATGGCCTATATCATGCTCTG 

CAAGAGCATGTCTACGAAGCAGCCAGCT^GAAAGTCTCTCCTCTTCCA 

CCCTGCCCTCAATTTTGATTACTG^^ 

AATCCTAAGGCCX3GAGGCCTTCAGGGTCAGGACATAGCTGCCT 

CTGAGGTTGTTTTGGCCCTCTGAACACAAAGGATAATTTAGATCCATCTO 

AGAATCCCTGGGTGGTAGGATCCTGATAATTAATTGGCAAGAATTGAGGCAGAA 

AACCAGGACCACAGCCCCAAGTCCCTTCTTATGGGTGGTGGG 

TGCCAGAGAGGCCAACGACTCTGGAGAAACCATGA 

CCAGTGATGAGCCAACTTCCCAGAATCTGGGCAACAACT 

CAGGAGTACCAGATCATCGCCCAG^ 

TCTGGATTATGAGTTTCTGGCCACTGAGGGCAAAAGTC 

CAGGATCTGCTGACATAATTGCCTAGTCAGTC 

ACCTCTCTTCCTGGATAGCCCAAAGTGTCCGCOT 

GGCTTTGCCCTGGAATTTGCXIAGATGCATCT 

GCCCTTCTAGTATCTCIX3CCGGGGGCTTCTGGTACTCCT 

CCCATAGCACTAGK^CTTGGTCATCAT^ 

CCAGAA^CCCGAGGGAGGCTCAGCTCTGCCAGCTCAGAGGA 

TTCTCTTTCTTCAGGGCCAGACAGCTTTTAAT^ 

GTTCTGCTCCTCCACTATAAGTCTAATGTTCTGACTCTCTCCTGGTC 

ATCATAACAGC 



FIGURE 22 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45416 

xsubunit 1 of 1, 321 aa, 1 stop 

><MW: 35544 f pi; 8.51, NX(S/T) : 0 

MGILLGLLLLGHLTVDTYGRPILEV^ 

DPVTI FLRDSSGDHIQQAK¥QGRLHVSHKV^ 

VVIU^KITKLRVQKIjSVSKPTVTTGSGYGFTVPQGMRISLQCQ 

PIKVATLSTLLFKPAVIADSGSYFCTAKGQVGSEQHSD^ 

YPLKATSTVKQSWDWTTDMDGYLGETSAGPGKSLPVFAI ILI ISLCCMVVFTMAYIMLCRKT 
SQQEHVYEAAR 

Signal Sequence: 
amino acids 1-19 

Glycosaminoglycan attachment site: 
amino acids 149-152 



Transmembrane domain: 

amino acids 282-300 



FIGURE 23 



<XX3CCGGGAGCCCATCTGCCCCCAG^ 
GGCTGCAGCCACCTCGCGrcCACCCCGAGGC^ 
GGCGCCCGGCCGCCCCGKSAGCCAAGCAGC^ 
GGGATGTCCCTCCT^ 

CACTGAGATCAAGAGAGTGGCAGAGGAAAAGGTCACTTTGCCCTGCC^ 

TTCCAGAAAAAGACACTCTGGATATTGAATGGCTC 

GTGGTGATCACTTACTCCAGTCCTCATGTCTACAATAACTTGAC 

AGTGGCCTTTGCTTCCAATTTCCTGGCAGGAGA 

CC&GTGATGAGGGCCGGTACACCTGTAAGGTTAAG^ 

GTCATCTTAAAAGTCTTAGTGAGACCATCCAAGCC 

AGAAGGAAGTGACCTGACTTTGCAGTGTGAGTCATC 

ACTGGCAGCGAATCCGAG&GAAAGAGGGAGAC^ 

GACTACAACCACCCTGGACGAGTTCTGCTGCAG 

CCAGTGCACAGCAGGCAACGAAGCTGGGAAGGAAAGCTGTC 

ATGTA CAAAGCATCGGCATGGTTGCAGGAGCAGTGAGAGGC^ 

ATTTTCCTCTTGGTGTGGCTGCTAATCCGAA 

GAGACCTAATGAAATTCGAGAAGATGCTGAAGCTCCAAAAGCCCSTCT 

CCTCTTCCTCAGGCTCTCGGAGCTCACGCT 

AGTGCCTC^CGCAGCCAGCGGAC&CTC^ 

CCAGGCATACAGCCTAGTGGGGCCAGAGGTGAGA^ 

CTAATCTGACCAAAGCAGAAACCACACCCAGCAT^ 

ACGGTCTG^TTACAATGGACTTGACT^ 

TTCTCGTCATTGGAGCTCAAGTCACCAGCCACACAACCAGATC 

GTGAGCATTGCACGGAACAGATTCAGATGAGC3ATTTTC 

AGGATGTAAGCTGATTCaTCrGTAAAAAGGCATCTTATTC 

AAAGCAGGAGTCCAAATCTATTTGTTGACCAGG^ 

AGGTGAATATACCTAAAACTTTTAATGT^ 

TTCAAGAGGAAATGGGATGCTGTTTGTAAATTTTCT 

ATTAGTTATTCAGA<^GTCAAGCAGAACC 

TGAGCTAACCACTTCTAAGAAACTCCAAAAAAGGAAACATGTGTCr^ 

TTCATTTGTCATAAGGTTTGGATATTAATTTCAAGGO 

AGAGTGAATGAGTTTCTCCCACTCTATACTAATCTCACTAT^ 

TATGAAAGGAGACAAAAATTTGTGAO^AGGATTC 

ATGAGGATTGTTGACAAACATTAGAAATATATAA 

CAGATGCCTCTAAGGACTTTCCTCCTAGATATTTCTGGAAGG 

TATCAACGTCCTTAGAAAGAATTCTTCTAGAGAAAAAGGGATCTAGGAATC 

CCCAACATACCATTATAGTCTCTTCTTTCTGAGAAAATC 

GTGGACTAGAAAGGGAGATTAGATCAGTTra 

TGGTGCCAGGCACCTGTAGGAAAATCCAGCAGGTGGAGGTTGCAG 

ATTGCACTCCAGCCTGGGTGACAGAGCGGGACTCCGTCTC 



FIGURE 24 



></usr/seqdb2/sst/DNA/Dnaseqs . tain/ss . DNA45419 
xsubunit 1 of 1, 373 aa, 1 stop 
><MW: 41281, pi: 8.33, NX(S/T) : 3 
MSLLLLLLLVSYYVGTLGTHTEIKRVAEEKVTLP^ 
VITYSSRHVYNNLTEEQKGRVAFASNFLAGDAS^ 

ILKVLVRPSKPKCELEGELTEGSDLTLQCESSSGTEPIVYYWQRIREKEGEDERLPPKSRID 
YNHPGRVLLQNLTMSYSGLYQCTAGNEAGKESCVVRV^ 

FLLVWLLIRRKDKERYEEEERPNEIREDAEAPKARLVKPSSSSSGSRSSRSGSSSTRSTANS 
ASRSQRTLSTDAAPQPGIATQAYSLVGPEVRGSEPKKVHHANLTKAETTPSMIPSQSRAFO^ 




Transmembrane domain: 



amino acids 232-251 



Signal sequence: 
amino acids 1-16 



ui 
o 



FIGURE 25 



OTCGTTCCTTTCCTCTCTCGCGC^CAGT^ 

GACGCGGGCTGCTVGTCGCGGCOGCT^ 

AG<XTCCX7TTGCCGCCTC(X^ 

GCCCGGGAGGCX3GCGCTX3GA^ 

CCCCTOCGAGTCX^CGGTTCAGCCftTgG 

GCCOTCCOAGCCACAGCCA^ 

CCAGAACAGAAGGCCTCXSAAT^^ 

GAOUVGTGTCaUjCAGGAACCTATGTCT 

GTGGGGACCTTTACC»GGCATGAGA& 

ATTGAQAAATTACCITCTGCTCCCTTGAC^ 

ACCIOTGCKICCXXATAC^^ 

TGTAAGCAGTGTGCTCGGGGTACCTTCTCAGA 

CTGAGTCAGAACCTGGTGGTGATCAAGCC^ 

TCCAGCTCCACCTCACCTTCCC 

TCCTCCACXPATGTTCa^ 

AGTAGCATCCAOGAAGGGACAGTCCCTGACAAC^ 

CCAAACCTTCAGGTAGTCAACCACCAGCAAGQCCC 

GCCACTGGGGGCG&GAAGTCCAGCACGC^ 

CATTTTGACATCAATGAGCATTTGCCCTO 

TGCAGTATCCGGAAAAGCTCmGOACnX^ 

GGGCTGAAGAAATCXATCACTCCAACCCA 

ATCCTOAAGCTTGTAGCAGCCC^ 

AGGGAGGTTGCTGCTTTCIXX^ 

AT<XX3GG<^CCCGAGGCCAGC^ 

AAQATTCX3TGGGCTG&TGGAAGACACXAC 

CTl!AGCCOGaGCCC^TCCC^ 

CAGGACAAGAACAAGGGCTTCTTC^^ 

TCOKX3CTGA0CAGGAAC^TTarmATO 

CCCTGTGACTTGCAGCXrrATCTTO 

ATTCXXXMGCTOAGGACAAACTAGAC^^ 

CTCCTGGACICTGTTTA^GCCATCTTC 

ATTTAGTGGCAGGGTGcmri^^ 

GTGTGTGTTGTG^^ 

TCTCTCTCTTTTTTTTTTAAATAACT^ 

ATACCaCOkCTAAAGTTTTTTAAGTTC^ 

TGCACTTTAAATTTACTTAACTTACCA^ 

TTCTTAAAAGTATAATGGCATCTTGTGAATOT 

AAAAACAAATATTATTACTATTTTTATTATTG 

CCCCATTGAGTTACTOTAATGCAATTC 

CTGAAACTTGACCACACTATTGCTG^TTCTATO 

TCTTCTTATGCI^TATGCTCTGGGCTGGAG 

GAOVACTGGGCCACCAAAGAACTTGAACTT^ 

QQAAAG TCAAAATCAAGTGCCAGT^^ 

TTTTTTATATACACATAATCAATAGGTCCAAT 

ACTTTAATTAAAAATGGCTGCAACTGTAAG 

TACCTTCTAATGCTCAGTTGCC^ 

GTAGTGGTGAAGGACCGATATCAGAAAAATGCCT^ 

AAAAAAAAA 



FIGURE 26 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA52594 
xsubunit 1 of 1, 655 aa, 1 stop 
><MW: 71845, pi: 8.22, NX(S/T) : 8 
MGTSPSSSTAIJ^CSRIARRATATMLAGSLLLLGFLSTT^^ 

QVLTCDKCPAGTYVSEHGTNTSLRVCSSCPVGTPTRHENGIEKCHIXISQPCPWPMIEKLPCA 

ALTDRECTCTPGMFQSNATCAPHTVCPVGWGVRKKGTETEDVRCKQCARGTFSDW 

KAYTDCLSQNLWIKPGTKETD1TVCGTLPSFSSSTSPSPGTAIFPRPEHMETHEVPSSTYVP 

KGMNSTESNSSASVRPKVLSSIQEGTVPDNTSSARGKEDVNKTLPNLQVVNHQQGPHHRHIL 

KLLPSMEATGGEKSSTPIKGPKRGHPRQNLHKHFDINEHLPWMIVLFIiLVLW 

SSRTLKKGPRQDPSAIVEKAGLKKSl^PTQNREKWIYyCNGHGIDILKLVAAQVGSQWKDIY 

QFLCNASEREVAAFSNGYTADHERAYAALQHWT I RGPEASLAQL I SALRQHRRNDWEKIRG 

LMEiyTTQLETDKLALPMSPSPLSPSPIPSPNAKLENSALLTVEPSPQDKNKGFFVDESEPLL 

RCDSTSSGSSALSRNGSFITKEKKDTVI^QVRIjDPCDI^^ 

AEDKLDRLFE 1 1 GVKSQEAS QTLLDSVYSHLPDLL 

Signal sequences 
amino acids 1-41 



Transmembrane domain: 

amino acids 350-370 



FIGURE 27 



ATGGGAAGCCAGTAACACTGT^ 

CTCGGGAATTATGAGGTAGAGGTGGAGGCGGAGCCGGATGTCAGAGGTCCT^ 

CATGGGGGAAAATGATCCGCCTGCTGTTGAAGCCCCCTT 

TTGATGATTTGAAAATAAGTCCTGTTGCACCAGATGC^ 

TCACTGCTGCCATTGAAGTTTTTTCCAATC^ 

ACTGGCCATTGGTCTGGGCATCCACT 

TTAAGTGTATCGAGCTGATAGCTCGATGTGACGGAGTCTCGGATTGCAAA^ 

GAGTACCGCTGTGTCCGGGTGGGTGGTCAGAATGrc 

GTGGAAGACCATGTGCTCCGATGACTGGAAGGG 

TGGGTTTCCCAAGCTATGTGAGTTCAGATAACCT 

CGGGAGGAGTTTGTGTCCATCGATCACCT 

CTCAGTATATGTGAGGGAGGGATGTGCCTCTTC 

GTGGTCATAGAAGGGGOTACAGCTCACGCATCGTGGGTC 

TGGCrcCTGGCAGGCCAGCCTTCAGTTCX^GGGCT^ 

GCCCCTGTGGATCATC^CTGCTGCACACTGTGTTTATGACTTC 

CCATCCAGGTGGGTCTAGTTTCCCTGTTGGACAATCCAGCCCCATC^ 

ATTGTCTACCACAGG^GTACAAGCCAAAGAGGCT^ 

GGCCGGGCCACTCACGTTCAATGAAATGATCCAGCCTC 

ACTTCCCCGATGGAAAAGTGTGCTGGACGTCAGGATGGGGGGCCACA 

GCCTCCCCTGTCCTGAACCACXrCGGCCGTC^ 

GGACGTGTACGGTGGCATCATCTCCCC 

TGGAC^GCTGCCAGGGGGACAGCX3GCK3GGCCCCTO 

TTAGTGGGAGCGACCAGCTTTGGGATC^ 

CCGTGTGACCTCCTTCCTGGACT^ 

GAGGAAGGGGAG^GTAGCCACCTGAGTTCCTGAGGTGATG^ 

GGACTCCCGTGTAGGAACCTGCACACGAGCAGACACCCTTGGAGCT 

GTAGCAGGCCCGAAAGAGGCACCCTTCCATCTGATTCCAGCACAACC^ 

GTTTTTTGTTTTTTTGAGGTGGAGTCTCGCTCTGTTGCCC^ 

TCCCTGCTCACTGC&GCCTCCGCTTCCCTGGTT 

GTAGCTGGGACCACAGGTGCCCGCCACCACACCCAACTAA 

AGGGTTTCACCATGTTGGCCAGGCTGCTCT 

CAGCCTCCCACAGTGCTGGGATTACAGGCATGGGCCACCA 

TGATCTTCACTAAGAACAAAAGAAGCAGCAACTTGCAAG 

CTGGTTTTCTCTCCAGGGTCTTGCAAAAT^ 

TGCAAAGCCACCAACAGCCACTC^^ 

ACTGCACGTTTTCATCTCTAGGGACCAGAACCAAACCC^ 

TTTCACATGTGGGGAGGTTAATCTAGGAATGACTTO 

TGTAGCATTTGGTGCTTGACGTATTATTGTCCTTTGATTC 

CATTGTCTGGCGTGTCTGCX5TGGACT 



FIGURE 28 



></usr/seqdb2/sst/DNA/Dnaseqs •min/ss .DNA45234 

xsubunit 1 of 1, 453 aa, 1 stop 

><MW: 49334, pi: 6.32, NX(S/T) : 1 

MGENDPPAVEAPFSFRSLFGLDDLKISFV^ 

LMGLGIHFDCSGKYRCRSSFKCI 

WKITCCSDDWKGHYANVACAQ 

SVYVREGCASGHWTLQCTACGH^ 

PLWIITAAHCVYDLYLPKSWTIQW^ 

AGPLTFNEMIQPVCLPNSEENFPDGKVCWTSGW 

DVYGGI ISPSMLCAGYLTGGVDSCQGDSGGPLVCQERRLWIOLVGATSre 
RVTSFLDWIHEQMERDLKT 

Signal Peptide: 
amino acids 1-20 

Transmembrane domain: 
amino acids 240-284 



FIGURE 29 



CCX^CGOm:COTCCTAGT^ 

GCTCAGCGGCGGCGCGGGCGCTGCGCXaAG 
CGCC03GCCCa3GC^^ 

GCTCGCGCXXJTGCGAGGCCCGAGOH^ 

TCGGAGTGGGGACCTCTGGATCCCAGTGAAG^ 

ACAACX3GGAAAGCAAAGAACTGATCA1!AAATC^ 

CCACTATCTGCAAGACX3GTACTGATQTCIX^ 

ACGGGGATATTCTGATTCAGCAGTCAGTCTCA 

AAGCT&TGTCTTAGAACCAATGAAAAGTGC^ 

CCGGGGATCATGTGGATCACATCACAACAC^^ 

ATGGG<2iAGAAGGCAXAAAAGAGAGACCCTC^^ 

AGAGTTTCAG&GGCAAGGAAAAGATCTGGAAAAA^^ 

GTTTTACAGACCACTGAACATTCGG^^ 

AAGTCAGGACCC&TTCACXAGCCT 

TGACAATGCGOVGCTTGTCAGTGGGGTTT^ 

CACGGCAGA(XAGTCTGGGGGAATTGTCA^ 

TGAGCTGGKXXIACAATTTCGGGATGAATC^ 

AGGAGGCTGCATCATGAACXXriTCCA.CO^ 

GGAGACCAGCCTGGAGAAAGGAATGGGGGTGTGCCTGTTTAACCT 

GAAGTGTGGGAACAGATTTGTGGAAGAAfSGAGAGGACT 

CTGCAATGCCACX^CCTGTAC^^ 

GAAGCCTGCAGGAACAGCOTGCAGGGACTCCAGCAACT 

TCftCTGCCCMCCAATGTGTACXrr^^ 

CTGCCAGACTCACGAGCAGCAGTGTGT^ 

GAGAGTCAATTCTGCAGGTGATCCTTATGGC^ 

GAGAGATGCTAAATGTCGAAAAATCC1AGTGTC 

CATAGAAACAAACATCCCTCTGCAGCAA^ 

CATGCCGGACCX!AGGGCTTGTGCTTGCAGGCAC^ 

AAAmTTAGTGTCTTTGGGGTTCACGAGTGTG 

CTGCCftCTGOSAGGCCXACT^ 

CATCOGGCAAGCAGAAGCAAGGCAGGAAGCTGCAG 

ATCGCAGGAGCATGCGTCTACTGCCTCACTC 

CTGCXG<^GAGGAGGTCACX3CGTCCX:a\A^ 

TCCATGACAACAGACACAA(^CAGTTCT 

CAGTGCAT^GGAAGGGCtAGCGACrTCCrGGTTO 

AGAGTAGCAGGTTACCACTCTGGCAGGCCCCAGCC^ 

ACTGAGCCTCCaaUX^GTGGGGaA^ 

TGGCAGCCCTGA TGACTG QTCTCTGGCTGCAA^ 

AGCAGGGTTTTAGTTTTTAATTTATCAGAGACC^ 

TGAAAatf^CTGGtfVSAAGAAGGT^ 

A GTACT CAGGTTTG^GGGTTTC^^ 

TGTTAAAAAGTGAAAACAATGTAAGAGCCTAACTCCATCCCCCGTG 
GAAAT 



FIGURE 30 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA49624 
xsubunit 1 of 1, 735 aa, 1 stop 
><MW; 80177, pi: 7.08, NX(S/T) : 5 
MAARPLPVSPARALLLAIA^ 

NHPEVLNIRLQRESKELI INLERNEGLIASSFTETHYLQDGTDVSLARNYTCT 

YSDSAVSLSTCSGLRGLIVFEOTSYVLEPMKSATNRYKLFPA 

AKNVFPPPSQTWARRHKRETLKATKYVEL^ 

YRPLNIRIVLVGVEVWNDMDKCSVSQDPPTSLHEPLDWRKMKL^ 

TTIGMAPIMSMCTifflQSGGIVMDHSDNPLGAAVTIJ^ 

GGCIMNASTGYPFPMVFSSCSRKDLETSLEK^^ 

CDCGEPESCMNRCCNATTCTLKPDAVCAHGLCCEDCQL 

PHCPANVYLHDGHSCQDVTC^^ 

CGKVSKSSFAKCEMRDAKCX3KIQCQGGASRPVIGTNAVSIETN 

DDMPDPGLVLAGTKCADGKICLNRQCQNISVFGVHECAMQCHGRGVQ^ 

FCDKFGFGGSTDSGPIRQAEARQEAAESNRERGQGQEPVGSQEHASTASLTIiI 



Signal peptide: 
amino acids 1-28 



FIGURE 31 

TCCC^GGCTTCTTGGATGGCAGATG^ 

ACAAAAGAGTTTTGGGGGTTCAGGAGGGGAAOTCCAGCCTACCC^ 
GTGCAAGGAAGGGC^GGANTTCCTGGTTGAGNTTTTTGNTA 
CTGCTCOTGAGAGAGTAGCAGGTTACCACTTTTGGCAGGCCCCAGCCCTGCA 
AGAGGACTCAAAAGTTTGGCXTTTCACTGAGCCTCCACAGCAGT 

GGGCCCAGTGTCCCCTTTCCCCAGTGACACCTCAGCCTTQGCAGCCCTGATAACTGGTNTNT 

GGCTGCAANTTAATGCTNTGATATGGCTTTTAGCATTTATTAT^ 

AGTTTTTAATTTATCAGAGACCCTGCXIACCCATTCCATirrCCATCCAAG 



FIGURE 32 



CATCCTGCAACATGGTQAAACCACGCCTGGCTAAT^ 
TTTCACCXSTGTTAGCCAGGATTGTCTCAATCTGA^ 
AAAGTGCTGGGATTACAGGCGAGTGCAAC 
GAAACCATACCTTTTAC^TTTTTAA 

TTCTGGATACAAAAGTACAATCTTTACTGTGTAAATACATCT 

TACCAAATATCAATAATACTTATCT^ 

CTTTTAACAAAAAATTTGCATC^CTTTTAAGAATCAAG 

ACAGAAAAAAAAACC^GGGAAAAATCACGCCACTTGGGAAAAAA 

TTTTATAGATTTGTAATTAATAAGG 

AAGAAAGTACTTGTCTGGATGTAGGAGGAAAGGGAGTGATC 

TTGAATATAAGACCCTACTTGCTATCTCCCC^^ 

ACACTGAGCAGCAAGCTGGACACACGG^ 

TGCTCATTCTGGGTCTGCTACTTCTGGCGCTGCTCCT 

CCTTTAACCACTATGCCGGAAGCra^ 

ACAGCCTACAGCCGGTCTCCTTGTGGTCTTGCTTGCCCT 

CAGGTCAAGAAACAGCTACAGTTCTCXZAACCC^ 

AGAAGTTCAATGTGGCAAGGAAAAAAACCAGGTCTTCATC^AA 

ATTAACAGAGAAACGCTTGAGAGTCTCAAACTGGAC^ 

G&CTAGATGATAAATGCCTGTACTC^ 

AGGTCAGGAGTTTGAGACTAACCT^ 

AATATTGACTGGGCGTGGTGGTGAGTGCCTGTGATCCCAGCTACT 

ACAATCACTTGAACTG&GGAGX3CAGAGGTTGCA 

GCCTAGCCTGGGCAACAGAGHXxAGAC^ 

CACXX!CTGTAATCCCGGCACTTTGG 

AGACCATCCTGGCTAATACAGTGAAACCOT 

GATGGTGGCAGGCACCIGGAGTCCCA^^ 

CTCAGGAGGCGGAGCTTGCAGTGAGCCGAGATTGC5GCT 

CGCGAGACTCraTCTC^AAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 33 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48309 
xsubunit 1 of 1, 67 aa, 1 stop 
><MW: 6981, pi: 7.47, NX(S/T) : 0 

MGKGMVAMLI LGLLLLALLLPVQVS S FVPLTSMPEATAAETTKPSNSALQPTAGI^VVLIiAL 
LHLYH 

Signal peptide: 
amino acids 15-27 



FIGURE 34 



CGGCGGCCCIX^CTGCGCTGCTGCTGCTC 
AGGCGGCGGC6603Ga?GCXK^CGGGC(X 

GACACTG<XAGCGGCIX^AGCCGACTO 

ATGTGGCTAAAGTCGACTC^^ 

AGCTTTTCAACXXStfXX!^ 

TGCAGACACTGAACGAGGAGCCAGTGACACC^ 

GGCTGTATG&GCTCTC^ 

COTGOTGTGGTCACKXaUJ^^ 

TCAAC^TTGGatf*GGTTGATTOT3^ 

TTCTCTGGTTCCGAGATGGGAAAAAGC^^ 

TGGAGTCGCAGCTGCAGCGCACaGAGAC^ 

CTGAGCCCGAGGCTGAC^^ 

TAACCTTCATCAAGTTTTATGCTCC^TGGTO 

AAAAGGAATTCOTKKTCTGGC^ 

AGTATTCGGTACGAGGCIACCCCACGT^ 

GAGACCTTGACTCGTTACACCGCTTTGTC^ 

GTTCAGAAAGCAjGAACATACTAAGCGTGAG 

ATTCTTTATTAAGTTAAGTTTCTCTA^ 

TATaXCTTTGACCTTCTCTTG^ 

TTGCTGGACTATTTOTGGCTCCTGAGTTC 

CM2ACGAGTTCTGGAAAGK3TGGC 

TGTGTTGGTCXOTAGCATGGAGCAGATTGAAATG 

TGCAGCTTCTGTTGCTGTGAAIACTTCIX^TC^ 

GT6CCTGA0TAAGAQAATGCTGATGCCATAACTTTAT6TCT 

CCTTCTGTTTCTCACGGGGTGAAACATGTC^ 

TGGATGTCTTCCTTAGAAAGGCTT^X^TCGAA 

ICTGCAGCCCTGCreAAGGGCCCTAA 

cttgctatacttggtctgcttcaag<^^ 

actcatgctotccttgtgatta^cacctc 

oataqgtgtttgtccttttaccatcgagctactt 

ccxatacgcaaggggatgtggatacttg^ 

ctgtctgtctgaggcagaagaiaacagcagcat^ 

tatggttcacagataattc^it^ 

cacaacttcagctttgcatcacga^ 

GATACTTTCXAAATAAACTCTTTTTTTTTAA 



FIGURE 35 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA46776 

xsubunit 1 of 1, 432 aa, 1 stop 

><MW: 47629, pi: 5.90, NX(S/T) : 0 

MPARPGRLLPLLARPJUUiTALLIA 

KHLYTADMFTHGIQSAAH^ 

SDVCSAQGVRGYPTLKLFKPGQEA^ 

LKQGLYELSASNFELHVAQGDHFIKFF 

QHYELCSGNQVRGYPTLLWFRIX^^ 

PVIAAEPEADKGTVLALTB!^PT)DTIAEGITFIKFyAPWCOT 
GVKIAEVDCTAERNICSKySVRGYPTLLLFRGGKK^ 



Signal sequence: 
amino acids 1-32 



FIGURE 36 



CTTTTCTGAGGAACCA^ 
CCTCCTCWTACTATTTCTTTTC 
CCGCTGAAGTCTGTGCCACACACACAATTT^^ 
GGAGATCCAGGAG^GAG^ 

AGGAGAACTGGGTGATATGGGAGATCAGGGCAATATTGGCAA^ 
AGGGTGAO^AAGGGGAAAAAGGTTTGCTTGGAA 

GTCTGTGATTGTGGAAGATACCGGAAATTTGTTGGACAACTGGATATT 

CAAGACATCTATGAAGTTTGTCAAGAATGTGAT^ 

TCTACTACATCGTGCAGGAAGAGAAG^ 

GGTGGAATGCTAGCCATGCCCAAGGATGAAGCTGCCAAC^ 

CAAGAGTGGCTTCTTTCGGGTGTTCATTGGCGTGAATGACCT 

TGTCCACAGACAACACTCCACTGCAGAACTATAGCAACTG 

CCCTATGGTCATGAGGACK5TGTGGAGATGCTGAGCT 

CGATCTTACCATGTACTTTGTCTGTGAGTTCAT 

ACGTATTTGCTATTTTCCTGTGACCGT 

ATTGTACTAGATTTGATCTGAGTCAACATAGCTAG 

CCATCATCAAAAAAAAAAAAAAAA 



FIGURE 37 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA50980 
xsubunit 1 of 1, 277 aa, 1 stop 
><MW: 30645, pi: 7.47, NX(S/T) : 2 

MNGPASLLRIWQPILLVLFLIiQIQSIiGLDIDSRPTASVCATHTISPGPKODDGEKiSDPGEEG 
KHGKVGI^GPKGIKGEI^MGIX^IGKTGPIGKKGDKGEKGLIXSIPGEKGKAGTVCDCGRY 
RKFVGQLDIS IARLKTSMKFVKNVIJM3IRETEEKFYYIV^ 

KDEAANTLIADYVAKSGFFI^IGVNDLEREGQYl^TDim>LQNYSNWNEGEPSDPYGHEDC 
VEMLSSGRWNDTECHLTMYFVCEFIKKKK 

Signal peptide: 

amino acids 1-25 



FIGURE 38 

GGTTCTATCGATTCX3AATTCGGCCACACTGGCCGGATCCTCTAGAGATCCCTCGACCTCGAC 
CC^CGCX?TCCGCTGCTCTCCGCCCGTGTGGAGTGGTGGGGGCCTGGGTGGGAATGGGCGTGT 
GCCAGCGCACGCGSCGCTCCCTGGAftGGAGAAGTCTCAGCTAGA^ 

CGGAAGGGAGGATCAGGGATGTTTGCGAGCGGCTGGAACCAGACGGTGCCGATAGAGGAAGC 
GGGCTCCATGGCTGCX!CTCCTCCTGCT6CCCCTGCTGC 
AGCTACACCTCTGGCCGCAGTTGCXSCTGGCTTCCGGCGGAC^ 
CTGTGCTGCAAAAGGGCTCTTCGAGCTCGCGCCCTG^ 

TCCCGAGGGGGGCTGCAGCCTGGCCTGGCGCCTCGCGGAACTGGCCCAGCAGCGCGCCGCGC 
AC&CCTTTCTCATTCACGGCTCXSCGGCGCTTTAGCTACT^ 

AGGGCTGCACGCGCCTTCCTACGTGCGCTAGGCTGGGACTGGGGACCCGACGGCGGCGACAG 

CGGCGAGGGGAGCGCTGGAGAAGGCGAGCGGGCAGCGCCGGGAGCTOGAGATGCAGCGGCCG 

GAAGCX^CGCGGAGTTTGCCXSGAGGGGACGGTGCOSCCAGAGGTGGAGGAGCCGCCGCCCCT 

CTGTCACCTGGAGCAACTGTGGCGCTGCTCCTCX:CCGCTGGCCCAGAGTTTCTGTGG^ 

GTTCGGGCTGGCCAAGGCCGGCCTBCGCACTGCCTTTGTGCCCACCX^CCTGCGCCGGGGCC 

CCCTGCTGCACTGCCTCCGCAGCTGOSGC^^ 

gagtccctggagccggacctctcccgccctgagagcca 

cccaggaacccaccctgctggaattagcgatttgctggctga^ 

ggccagtgccaggatacctctcttcxccccagagc^ta^ 

acctctxkcaccacgggcctccxicaaggct 

ccagggcttctatcagctgtgtggtgtcg&ccaggaagatgtc 

tctaccac&tgtccggttccctgc^^ 

gtgctgaaatccaagttctq3gctggtcagttctgggaagattgccagcagca 
ggtgttccagtacattggggagctgtgccgatacc^ 

aacgtggccataaggtccggctggcagtgggcagcgggctgcgcccagatacctgggagcgt 

tttgtgcggcgcttcgggcccx)tgcaggtgctggagacatatg^ 

ggccaccatcaactacacaggacagcggggcgctgtggggcgtgcttcct 

atatcttccccttctccttgattcgctatgatgtcac(^caggagagccaattcgggacccc 

cagggggactgtatggccacatctccaggtgagccagggctgctggtggccccggtaagcca 

gcagtccccattccix3ggctatgcrk3gcgggccaga^ 

atgtcttcc!ggcctggggatgttttcttcaacactggggacctc 

ggttttctccgcttccatgatcgtactggagacaccttcaggtggaagggggagaatgtggc 

cacaaccgaggtggc&gaggtcttcgaggccctagatttt^ 

gagtcactgtgccagggcatgaaggcagggctggaatggcagccctagttctgcgtcccccc 

cacgctittggaccttatgc^gctctacacccacgtgtctgagaacttgccaccttatgcc 

gccccgattcctgaggctccaggagtctttggcc^c 

ttcggatggcaaatgagggcttcgacccxiagcaccctgtctgacccactgtacgct 
caggctgtaggtgcctaccigcccctcacaactg^ 
ccttcgaatctgjkgaacttccacacct^ 
ccgttgcaggtgtactgggctgtc^gggatcttttctat^^ 

gtaataaatgtggctggagctgatccagctgtctctgacctaaaaaaaaaaaaaaaaaaaaa 
aaaaaaaaagggcggccgcgactctagagtcgacctgcagtagggataacagggtaataagc 

TTGGCCGCCATGGCCCAACTTGTTTATTGCAG 



FIGURE 39 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50913 

xsubunit 1 of 1, 730 aa # 1 stop 

><MW: 78644, pi: 7.65, NX(S/T) : 2 

MGVCQRTRAPWKEKSQLERAAX^ 

LLLKLHLWPQI&WLPADLAFAVRALC^ 

RAAHTFLIHGSRRFSYSEAERESNR^ 

AAAGSGAEFAGGDGAARGGGAAAPLSPGATVMiLLPAGPEFLW^ 
RRGPLLHCLRSCGARALVLAPEFLESI^ 

EVDGPVPGYLS S PQS I TDTCLY I FTSGTTGL P KAAR I SHLKI LQCQGFYQLCGVHQEDVI YL 

ALPLYHMSGSLLGIVGOIGIGATVVLKS^ 

SKAERGHKVRLAVGSGIJIPDTWERFVRRFGPLQVLETYGL 

LYKHIFPFSLIRYDVTTGEPIRDPQGHCM 

1XKDVFRPGDVFFNTGDLLVCDDQGFLR 

NVYGVTVPGHEGRAGMAALVLRPPHALDLMQLYTHV 

QQKVRMANEGFDPSTLSDPLYVLDQA^ 

Type II transmembrane domain: 

amino acids 45-65 

Other transmembrane domain: 
amino acids 379-398 

cAMP- and cGMP- dependent protein kinase phosphorylation site 

starting at amino acid 136 

CUB domain protein motif 

amino acids 254-261 

putative AMP -binding domain siganture 

amino acids 332-343 

N-glycosylation sites 

amino acids 37-40 and 483-486 



CCTGTGTTAAGCTGAGGTTTCCCCTAGATCT 

CACATCCCCAAGAACCTCGAGCTCACACC^ 

GCTTGTCCATCTCCCTCCCGGGGGAGCC^ 

GAGCQSAGCCX^GCAGCGCTCCAGGATTCTGCGGCTCGGAACT 

CCATGGTGGTTTTTTAAACACTTCTTTTCC^ 

TCTGGGGGCTAGAGGAGCAAGGCAGCAGCC^ 

CCATCTGGCTTATAAAAGTTTGCTGAGG^ 

CTGGCAGAAGGGGGTGACGCTGGGCAGCGGCG^ 

CGGCTTGAGGGGCAAGGTGAAGAGCGCACCGGCCGTGGGGTT^ 

TTGCAC CATG CCTTCTTGGATCGGGGCTGTGATTCTTCCCCT 

TCCCCGCCGGGGCGGATGTGAAGGCT^^ 

AAGGGATTCAGCOTX^GGACATCCCCTACCAGGAG^ 

TCCTCAGGAATATACATGCTGCACCACAGAAATGGAAGAC^ 

TCGAATTTGAAAACCTTGTGGAAGAGACAAG^ 
□ CATAAGAAATTTGACGAATTTTTCCGA^ 
5 TATGTTTGTACGGACCTATGGCATGCT^ 

£j TCACAGAGCTGAAAAGGTACTACACTGGGGGTAATGTGAATCTC 

Sj TTTTGGGCTCGGCTCCTGGAACGGATGTTTCAGCTG^ 

CQ AGACTACCTGGAATGTGTGAGCAAATACACTGACCA 

fU GGAAACTGAAGATTCAGGTTACCCGCGCCTTCATTGCTGCCAGGAC 

p ACTGTGGGCAGAGAAGTTGCAAACCGAGTTTCCAAGCT 

W. TGCCCTCATGAA<»TGCTGTACTGCCCATACTGTC^ 

* ACAACTACTGTCTCAACGTC^^ 

M TGGAATCTGTTTATAGATGCAATGCTCTTGGTGGCAGA 

Q TGAGTCGGTCATGGACCCGATAGATGTCAAGATTTCTGAAGCCATTATC 

M A(^GCATGCAGGTGTCTGCAAAGGTCTTTCAGGGATGTG^ 

Ul CTCAGATCTGCCCGCTCAGCTCCTGAAAATTTTAATACA 

Q GGAAAGACCAACAACTGCINoCAGGCACAAG 

M AATTGAAGCTCTCTAAAAAGGTCT^ 

GTGACAGCGGGCACGTCCAACGAGGAGGAATGCTC 

GCCTGAGATCATGAATGATGGGCTC^CCAACCAGATCAACAAT^ 

TCACTCGGCCTGACACTTTCATCAGACAG^ 

CTAAAAAACGCCTACAATGGCAATGATC^ 

CTCAGGGAGTGGCAGTG^TGCATGGATGA 

CAGAGGCCCCCGCAGTGGATCCCGACCGGAGAGAGGTGGACTCTrCTGCAGC 

GACTCCCTGCTCTCCTGGTCTCTCACCT 

&TCTTGGGTTTTTGGTCAGATGAAACTGCATTTT^ 

TTCTTACACTCTTGGAGA&TGGACCAT^^ 

CAGTAATGCAATCTGCCTCCCTT^ 

CTTCCTCTTTCCTTCAGCTATCTGTGGGGACCT 

ATTTTTCGTACCAGGAGATTTTCTTACXrn 

CTCACGTTGTGAGGGTTTTTTTTTTCT 



FIGURE 41 

></usr/segdb2 /sst/DNA/Dnaseqs . min/ss . DNA50914 
xsubunit 1 of 1, 555 aa, 1 stop 
><MW: 62736, pi: 5.36, NX(S/T) : 0 

MPSW I GAVI LP LLGLLL S LPAGADVKARS CGEVRQAYGAKGFS LADI PYQE I AGEHLRI CPQ 

BYTCCTTEMEDKLSQQSKLEPENLVEETSHFV11TTPVSRHKKPDBPPRELLENAEKSLNDMP 

VRTYGMLYMQNSEVTQDLPTELKRYYTGGNVl^EEMLNDFWARLLERMFQLINPQY 

LECVSKYTDQLKPFGDVPRKLKIQVTRAFIAARTPVQGLWGREVANRVSKVSPTPGCIRAL 

MKMLYCPYCRGLPTVRPCNNYCLNVMKGCIiANQM 

VMDPIDVKISEAIMNMQENSMQVSAK\n?QGCXK2PKPAPAI^^ 

PTTAAGTSLDRLVTDIKEKLKLSIOCWSALPyTICKDESVTACT 

IMNIXJLTNQINNPEVDVDITRPDTFIRQQIMAIiR^ 

SGSGCMDDVCPTEFEFVTTEAPAVDPDRREVDSSAAQRGHSIiLSWSLTCIVIiALQRLCR 

Signal peptides 
amino acids 1-23 



FIGURE 42A 



CGGACGCGTGGGCGGACGC^ 
CAGTTTGCAGCGCCTGCGCCGGGTGCGC^ 

GGAGGGAGATCAGGAAACGGCTTCTTCC^ 

AAAGGACTGGGGAAAATAGCCCTGGGAAAGTG^ 

TCTGATCAGAGCOU^^ 

TCCCGCCGCOTXXGTACC^^ 

AAA6TTCCTGTCCACTGTGATTCTCAA 

acttttttcttttttttttt^ 

tggagaagagcgagccctccttgttcra 

cggacatggtgacagctgagaggagagga 

ggggctgtgcxxx3gcatccxxxtccgccto 

cgctggc3w3gattctggatcxrrctgcc^ 

aagaaggggcx!ttactagctcaagct<^^ 

ttttcatcctagcggatgatc3tf3ggat^ 

acaagctcgcrgccgaaggagttaaacto 

ttattactggaaagtatcagatacacac^ 

ctctggacaatgccaccxn^ac^^ 

tgwtttxaacagaaaagaatgcatc 

CX^rCACTATACAC^CT^ 
COTGGC^CTATGAC^TGGCATATACTCCA 
ACCCCACAAAGCCTATATTTTTATATACTGC^ 
TCGAACACTACCGATCCATTATC 
TCAACAACGTGACATTGGCTCTAAAOACTTATG0 
GTCGCCAGCXrrAOGGCAGGAGGGAGTAACTGG 
GGGCTGTAGGCTTTGTGC^TAGCCXIACT 
ACTGGTACXXXSkCTCTCMT^ 
GGGAGACCATAAGTGAGGGTCTTCGCTCACC^ 
AAAAJATGGCIXXTGGGCAGCAGGCTATGGGAT 
GATUVTTGCTTACAGGAAATCCTGGCTACAO^ 
> GTGGCACAATGAACGGATCACCTTGTCAACT^ 
QAGGGTGGACCTATCTAACAGG^ 
TGKMTGCCGGTa«3GTAT^ 

GTATAAAGAGGAAACCAACIAAAAAGAAGCCAAGCAAAAATC^ 

GAAGAAGAAACAGCAGAAAGCAGTCTCAGGTAAACC^^ 

GGCTTGTTTTCATGCTGTGCC^CT 

CX^AAGGTGCTACTCTTGCAAGCCACACTTAG 

GTGAGTCCTGAGTTCCACTGCTGTGCTTCAOT 

ACCTACCaTCEOCW^^ 



FIGURE 42B 



AGTCAAAGATTGTGTCACCTC^ 

CACTTGGGTiTriTAATTftATTCT^ 

CACATGTGAACAGCTTGCACCTC^^ 

ACAATGAATOTAACTATTTTCTAAAjC^ 

GAAAAATAT r rTTGTTGTTTTTATAAAAAGT^ 

ATTTTATTTCATTTCTTCAAATTATCAAG<^CTG 

TAAAAAACATCATTCAGAAAACTTT^^ 

AITACTTGGAAATTCAATGTTTG^ 

AATTATTAAAATGATTTACTTO 

GTAXCATTGGTCCIAAAAAATAAAAATCTTTACT^ 

TATAATATGATTTTACAGATAGATGCT^ 

TATTTAIATTAGGTTGGTGCAAAACTAGTTGCG^ 

GGACACTGTGGGGAGATACAGAiGA^ 

ACATGCAAACGTCATCAGGAGAATTA^GGAQTATT^ 

GATTGGTGTGGMXX^^ 

AGTAXACACTTGAAAAGTCACAGATAGCrAGAAT^ 

GGTGOTAl^CAGCATACCATTAAATACATTTA 

AACTCAAAGGACTGTGATA!£AATCCATTTATA 

CTAOTACTGAAATTACTAAArTG^ 

GGCTCCATTTTATTTTATAGTGTAAAGTTO 

TCTTAAAAATAAAGGCATATTGTTCATGTTTA^^ 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^ 



FIGURE 43 

></usr/seqdb2/sst/DNA/Dnaseqs -toin/ss .DNA48296 
xsubunit 1 of 1, 515 aa, 1 stop 
><MW; 56885, pi: 6.49, NX(S/T) : 5 

MAPRGCAGHPPPPS PQACV CPGKMLAMGALAGFWI LCLLTYGYLS WGQALEEEEEGAIjLAQA 
GEKLEPSTTSTSQPHLIPILADDQGFRDVGyHGSEIKTPTI^ 
SRSQFITGKYQIHTGLQHSIIRPTQPNCLPl^NATLPQ 
MPTRRGFIXrFFGSLI^SGDYYTHYKCD^ 

ILASHNPTKPIFLYTAYQAVHSPLQAPGRYFEHYRSI ININRRRYAAMLSCLDEAINNVTIA 
LKTYGFYNNS 1 1 IYSSDNGGQPTAGGSNWPLRGSKGTYWEGGIRAVGFVHSPLLKNKGTV 
ELVHITDWYPTLISLAEGQIDEDIQUDGYDIWETISEGLRSPRVD^ 
QQAMGSGTLQS SQ PS ECS TGNCLQEI LATATGSPLSLS ATTORTGGTMN^ 
TSQPTHMRGWTYLTGIQES 

Important Features : 
Signal Peptides 
amino acids 1-37 

Sulfatases signature 1. 
amino acids 120-132 

Sulfatases signature 2« 
amino acids 168-177 

Tyrosine kinase phosphorylation site, 

amino acids 163-169 

N-glycosylation sites. 

amino acids 157-160, 306-309 and 318-321 



FIGURE 44 



CGGACGCGTGGGTGCXiiACT 

TTAGCTGCTACGGGGTCCGGCCGGCGCCCTCCCGAGGGGGGCTCA 

.CCGTX^GAGAATGCCT^ 

GTGGTTTCGGGAACGCGGCCAGTGCA^ 

GGGGTCTGTCACTATGGAACTAAACTGGCCTGCTGCT 

AGTCTGTGAAGCTACATGCGAACCTGGATGTAA 

GCAGATGCTTTCCAGGATACACCGGGAAAACOT 

AAACCCCGGCCATGCCAAC^<^GATGTGTGAATACACACGGAAGCT^ 

CAGTGGCCACATGCTCATGCCAGATGCTACGTGTGTGAACT 

ACTGTCAGTACAGCTGTGAAGACACAGAAGAAGGGCCA 

CTCCGCCTGGCCCCAAATGGAAGAGACTGTCTAGATATTGATGAATG 

CATCTGTCCCTACAATCGAAGATGTGTGAACACATTTGGAAGC 

TTGGTTTCGAACTGCAATATA^ 

ATGGATAGCCATACGTGCAGCCACGATGCC^^ 

TAAATGCAAGCAGGKSATATAAAGGCAA^^ 

TGAAGGAAGTCCTCAGAGCACCTGGTACCATCAAAGACAGAATCAAGAAGOT 

AAAAAC^GCATGAAAAAGAAGGCAAAAATTAAAAATGTT^^ 

TACCCCTAAGGTGAACTTGCAGCCCTTCAACTAT^ 

CTCATGGAGGTAAAAAAGGGAATGAAGAGAAATGAA 

AAGAGAAAGCCCTCAAGAATGACATAGAGGAGCGAAGC 

AAGGTGAATGAAGCAGGTGAATTCGGCCTGATTCTGGTCCAAAGGAAAGCGOT 

ACTGGAACATAAAGATTTAAATATCTCGGTT^^ 

GGAAACAGGATAGAGAAGATGATTTTGACTGGAATCCT 

TTCTATATGGCAGTTCCGGCCTTGGCAGGTCACAAGAAAGACATO 

CCTACCTGACCTGCAACCCCAAAGCAA 

ACAAAGTCGGGAAACTTCGAGTGTTTGTGAAAAACAGTAACAATGCCCT 

ACCACGAGTGAGGATGAAAAGTGGAAGAC^GGGAAAATTCAGTTGTAT 

TACCAAAAGCATCATTTTTGAAGCAGAACGT^^ 

ATGGCGTCTTGCTTGTTTCAGGCTTATGTCCAGATAGCCTra 

TTACTATCTTTATATTTGACTTTGT^ 

GACCTCTGGCATTTTAGAATTACTAGCTGAAAAATTGTAATGTACCAA 

TAAGATGCCTTTCTTGTATAAGATATGCCAATATTTGCT^ 

TCTCAGTCATTTCTGAATCTTTCCNCATTATATTATAAAATNTGGAAAN 

CCCTCCTCNGTATATCTGATTTCTATANGTAN^ 

GAAAATAGAAAAAAAAGCACAGAGAAATGTTTAACTGTTTGACT 

AACTATGACATCAAAGATAGACTTTTGCC^ 

TTGTATATTTAATTCTTTGTAATAATAA 



FIGURE 45 



MPLPWSLALPLLLSWVAGGF^ 

ATCEPGCKFGECyGPNKraCTPGYTGKTC^ 

MLMPDATCVNSRTCAMINCQYSCEDTEEGPQC^ 

YNRRCVNTFGSYYCKCHIGFELQYISGRY^ 

QGYKGNGLRCSAIPENSVKEVLRAPGT^ 

VNLQPFNYEEIVSRGGNSHGGKKGNEEK 

Signal peptide: 
amino acids 1-21 

EOF- like domain cysteine pattern signature* 
amino acids 80-91 

Calcium-binding EGP-like domains 

amino acids 103-124, 230-251 and 185-206 



FIGURE 46 



GGGAGCTGCTGCTCTGGCTGCTGGTGCT 

CGCTTCCTGAGGGCTGACGGCGACCTGACGCTACTATGGGCCGZ^ 

AGAATGGGAGCTGACTGAT&IgGT^ 

AGCTGGCTTACCAGTTGTCTAAACTA 

GAGCTGGAAAGGGTGAAAAGAAGATGCCTAGAGAATGGCAAm 

TGTTTTGCCCCTTGACCTGACCGACACTGGTTC 

AGGAGTTTGGTAGAATCGACATTCTGGTCAACAATGGTGGAATC 

ATGGATACCAGCTTGGATGTCTA^ 

CTTGACAAAATGTGTTCTGCCTCACATGATC 

ATAGCATCCTGGGTATCATATCTGTACCTCTTTCCATTGGATACTGTGCT 

CTCCGGGGTTTTTTTAATGGCCTTCGAACAGAACTTGCC^ 

TAACATTTGCCCAGGACCTGTGCAATCAAATATTGTGGAGAA 

CAAAGACTATAGGCAATAATGGAGACCAGTCCC^ 

CTGATGTTAATCAGCATGGCCAATGATTTGAAAGAAG 

GTTAGTAACATATTTGTGGGAATACATG 

GGAAGAAAAGGATTGAGAACTTTAAGAGTGG 

TTTAAGACAAAACAT^CTGAAAAGAGCACCTG^ 

GAAAACATGAAAACAGCAATCTTCTTATGC^ 

ACTTTTTAATAGATATGACTTTGCTTC 

ATTGCCATGAATCTTGCAAAA 



FIGURE 47 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA36343 
xsubunit l of 1, 289 aa, 1 stop 
><MW; 32268, pi: 9.21, NX(S/T) : 0 
MWWVTG^SGIGEEIAYQLSKLGV^ 
TDTGSHEAATKAVLQEFGRIDILV^ 

PHMI ERKQGKIVTVNS ILGI ISVPLS IGYC^KHALRGFFNGLRTELATYPGIIVSNICPGP 

VQSNIVENSLAGEVTKTIGNNGDQSHl^^ 

QYMPTWAWWITNKMGKKRIEN^ 

Important Features: 
Signal Peptide: 
amino acids 1-31 

Transmembrane domain: 
amino acids 136-157 

Tyrosine kinase phosphorylation site. 

106-113 and 107-114 

Homologous region to Short- chain alcohol dehydrogenase 
amino acids 80-90, 131-168, 1-13 and 176-185 



FIGURE 48 



gcqacgtgggcaccgccatcagotgttc^cgcgtcttctcctcc^ggtgg<^caggggtttc 

gggctggtggagcatgtgctgggacaggacagcatcctcaa 

ttg<»tcttctacacactacagctattgttaggttgcct 

t gatg ctgctgagctccctggtgtctctcgc^ 

ttcbtgctctatgatttctgcattgtttgtatc^^ 

gtggctcagtttccggaaggtccaagaaccccagggcaaggotaagagg<^ctgagccct(^ 

ACCCAAGCCAGGCTGACCTCATCTGCTTTGCTTTGG 
GACAGCGTGGCCCCGGCCCCCCC^GCCTCAGGAGGGC^CA 
TGGCAGGCCAGTGTGAGGAGGCAAGQAGCCCAGOT^ 
CTGGGTCCTCACTGCTGCCC^CTGCTTTGAAAAGG<^GC^^ 

CAGTGGTCCTGGGTTCTCTGCAGCGTGAGGGACTCAGCCCTGGGGCCGAAGAGGTGGGGGTG 

GCreCCCTGCAGTTGCCCAGGGCCTATAACCACTACAGCCAGGGCTCAGACCTGGCCCTGCT 

GCAGCTCGCCCACCCCACQACCCACACACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTrc 

CCTTTGGAGCCTCC7GCTG6GCCACTG6CTG6GATCAG6ACACGAGTGAT6CTCCTGGGACC 

CTACGCAATCTGCGCCTGCGTCTCATCAGTCX^CCC^CATGTAACTGTATCT 

GCACCAGCGAC^CCTGTCCAACCCGGCCCGGCCTGGGATGCTATGTGGGGGCCCCC^GCCTG 

GGGTGCAGGGCCCCTGTCAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGA 

CACTGGGTTCAGGCTGGCaTC^TCAGCTTTGCATCA^ 

GCTGCTGACCAACACAGCTGCTCACAGTTCCTGGCTGCAGG 

TCCTGGCCCAGAGCCCAGAGACCX^CGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGA 

TCCTTGAGGACAGCAGGTCCCCAGGC!AGGAGCAC£CTC^ 

GATGGACC&GGGACAGCTGGCCTGTGGCGGAGCCCTG 

CTGCCCACTGCTTCATTGGGCGCCAGGCCCCAGAGGA^ 

CCGGAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACA^ 

CTACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCCC 

TCTGCCTGCCCTATCCTGACCACCACCTGCCTC 

GCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGGCCTAG 
GGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGC^GCCCTATTCTGCCGGGGATG^ 
TGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCT 
CATGAGGTGAGGGGCACATGGTTCXjrGGCCGGGCTGC^ 

CCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGGGTCAGCAGTTTGG 
ACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAG^ 
AACATAAGCCAACCAACCAGCrG CTQA CAGGGGACCTG 
AGGCAGGCAAATGGCATTACTGCCXTCTGTCCTCCCC^ 

C^GGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCTGCCTGGGGCCACAGGTGCCCA 

CTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCCCACACCCAACrCTO 

AGGCGTOTC^GK^rTTCCTCCTCCTTTACTCTTTCAGATACAATCAC 

TGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCCT^ 

AAAATAAAA 



FIGURE 49 

></usr/seqdb2/sat/DNA/Dnaseqs .min/ss .DNA40571 

MLLSSLVSIAGSWLAWILFFVLYDFCI 

PGEWPWQASVRRQGAHICSGSLVADTW^ 

EEVGVAALQLPRAYJmYSQGSDLALLQI^ 

DAPGTLRNLRLRLISRPTCNCIYNQLH^ 

LEPDGHWQAGI ISFASSCAQEDAPVLLTNTAAHSSWLQARVQGAAF 

CVACGSLRTAGPQAGAPSFWPWEARLMHQGQIjACGGALVSEEAVLTAAHCF 

GLGTRPEEWGLKQLILHGAYTHPBGGY^ 

WVLGRARPGAGISSLQTVPVTLLGPRACSRLHAAPGGDGSPIL^ 

GAPLVHEVRGT WFLAGLHS FGDACQGPARPAVFTALPAYED WVSSLD WQVYFAEE PE PEAEP 

GSCLANISQPTSC 

Important features x 
Signal peptide: 

amino acids 1-15 

Homologous region to Serine proteases, trypsin family 

amino acids 79-95, 343-359 and 237-247 

N-glycosylation sites. 

amino acids 37-40 and 564-567 

Kringle domains 

amino acids 79-96, 343-360 and 235-247 



FIGURE 50 



CGGGCCGCCCCCGGCCCCCATTCGG<X!CGGGCCTCGCTGCGGCGGC^AOTGAGCCAGGCTGG 
GCCGCGTCCCTGAGTCCCAGAGTCGGCGCGGCGCGGGAGGGGCAGC^ 

CCCAGCTGTCAGCCGCCTCACAGGAA GATGC TGCGTCGGCGGGGCAGCCCTGGCATGGGTG^ 
GCATGTGGGTGCAGCCCTGGGAGCACTGTGOTTCTGCCTCAC^^ 
TCCCIX3aU^CCCAGTGGTGG(^CTGGTGGGCaCCGATGCC^ 
CCTGAGCCrcGCTTCAOCCTGGCACAGCTCAACCTCA^ 

GCTGGTGCR.GA.GCTTTGCTGAGGGCCAGGACCAGGGCAGCGCCTATGCCAACCG 

TCTTCCCX3GACCTGCTGGCACAGGGCAAC^CATCCCTGAGGCT 

GACGAGGGCAGCTTCRXXJTGCTTCGTGAGC^^ 

GCAGGTGGCCGCTCCCTACTCGJU^GCCCAGCaTGACCCTGGAGCCCAACAAGGACCTGCGGC 

CAGGGGACACGGTGACCATCACGTGCTCCAGCTACCAGGGCTACCCTGAGGCTGAGGTGTTC 

TGGCAGGATGGGCAGGGTGTGCCCCTGACTGGCAACGTGAC^ 

GCAGGGCTIX3TTTGATGTGCACAGCGTCCTGCGGGTGGTGCTGGGTGCGAATGG 

GCTGCCTGGTGCGCAACCCCGTGCTGC^CAGGATGCGCACRGCTCTGTCACC^ 

CAGCCTATGLACATTCCCCCCAGAGGCCCTGTGGGTGACCGTGGGGCTGTCTGTCTC 

TGCACTGCTGGTGGCCCTGGCTTTCGTGTGCTGGAGAAAGATCA 

AGAATGCAGGAGCTGAGGACCAGGATGGGGAGGGAGAAGGCTCCAAGACAGCCCTGCAGCCT 

CTGAAACACTCTGACAGCAAAGAAGATGATGGACAAGAAAT^ 

GAGCTGCTACCCCTCCCTAGAGCTCCTAC^ 

TGCGCCCAACAGATGCATCCTGCTCTGACAGGTGGGCTCCTTCT 

AGACCACTGTGCAGCC1TATTTCTCCAATGGACATGATTCCCAAGTCATCCTGC 

TTCTTATAGACACAATGAAGAGACCACCCACAACCTTAGTT 

GCCTTATTTCACAGTACATACATTTCTTAGGGACACAGTACACTGACCAGATCAC 

TTCTTCGAGTGCTGCGTGGACCATCTGGCrGCCTTTTTTCTCC^ 

CTGACTGACCCCCTGCCTTATTTCACCyy^GACACXSATGCATAGTCACCCCG 

TXXIAATGGCCGTGATACACTAGTGATCATGTTCAGCCC^ 

TCTTCTCAGACAGGGAC^GTGCGGCOTCAACATCTCCTGGAGTCTAGAAGCTC 

CCCTCCTTCCTCCCTGCCCCAAGTGAAG&CAG 

AGGGGACTGCCCCCGACCCCCACCATGGTGCTATTCT 

TTGCCTCTGGCC^GCTCCTGGCCTCTGGTAGAGTGAGACTTCAGACGTTCTGATGCCTTCCG 
GATGTCATCTCTCCCTGCCCCAGGAATGGAAGATGI^GGACTTCTAATTTAAATGTGGGAC 
TCGGAGGGATTTTGTAAACTGGGGGTATATTTTGGGGAAAATAAATGTCTTTGTAAAAAAAA 
AAAAAAAAAAAAAA 



FIGURE 51 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA41386 
xsubunit l of l, 316 aa # 1 stop, 1 unknown 
><MW: -1, pi: 4.62, NX(S/T) : 4 
MLRRRGSPGMGVHVGAALG&LW 

LNL I WQLTDTKQLVHS FAEGQDQGSAYANRTALFPDLLAQGNAS LRLQRVRVADEGS FTC FV 

SIRDFGSAAVSLQVAAFYSKPSMTLEP*^ 

TGNVTTSQMANEQGLFDVHSVTiRVVLG 

LWVTVGLSVC^IALLVAIJ^CWRKIKQSCEEEN^ 
DGQEIA 

Important features: 
Signal peptide: 
amino acids 1-28 

Transmembrane domain: 
amino acids 251-270 

N-glycosylatioa site* 

amino acids 91-94, 104-107, 189-192 and 215-218 

Homologous region to Immunoglobulins and MHC 

amino acids 217-234 



FIGURE 52 



TTCGTGACCCTTGAGLAAAAGAGTTGGTGGTAAATGTGC 

OTGAACTTGTOTGAAGCCCTTGTCCGTAAGCCTTGAACTACGTTCTTAAATCTATGAAGTCG 

AGGGACCTTTCGCTGCTTTTGTAGGGACTITCT^ 

TGTGGAACGCGGTCTTGACTCTGTTCGTCACTTCTTTGATT 

GAAGTGAAAATTGAAGTTCTCCAGAAGCCATTCATCTGCCATCGCAAGACCAAAGGAGGGGA 

TTTGATGTTGGTCCACTATGAAGGCTACTTAGAAAAGGACGGCTCCTTATTTCACTCCACTC 

ACAAACATAAC^TGGTCAGCC(^TTTGGTTTACCCTGGGCATCCTGGA 

TGGGACCAGGGCTTGAAAGGAATGTGTGTAGGAGAGAAGAGAAAGCTCATCATTCCTCCTGC 

TCTGGGCTATGGAAAAGAAGGAAAAGGTAAAATTCCCCCAGAAAGT^ 

TTGATCTCCTGGAGATTCGAAATGGACCAAGATCCCATGAATC^TTCCAAGAAATGGATCTT 
AATGATGACTGGAAACTCTCTAAAGATGAGGTTAAAGCATATTTAAAGAAGGAGTTTGAAAA 
ACATGGTGCGGTGGTGAATGAAAGTCATCATGATGCTTTGGTGGAGGATATTTTTGATAAAG 
AAGATGAAGACAAAGATGGGTTTATATCTGCCAGAGAATTTACATATAAACACGATGAGTTA 
rt JA5AGATACATCTACCCTTTTAATATAGCACTCATCTTTCAAGAGA 
J AGAACATTTTATTTTTATACAATGTTCTTTCTTGCTTTGTTTTTTATTTTTA 
,J3 CTGACTCCTATTTAAAGAACCCCTTAGGTTTCTAAGTACCGATTTCTTTCTGATAAGTTATT 
Q GGGAAGAAAAAGCTAATTGGTCTTTGAATAGAAGACTTCTGGACAA^ 
K ATATGAAGCTTTGTTTTACTTTCTCACTTATAAATTTAAAATGTTGCAACTGGGAATATACC 
fy ACGAG&TGAGACGAGGTTATAGCACAAATTAGCACCCTO 
sg TCCAAGTTAGAGGTCAACATTTGAAAAGCCTTTTGCA^ 
|H GTTATAATGAAATAGTTTATGTGTAACTGGCTCTGAGTCT 
, TGGTTGTTGGACCTGACTTGTTAATGGCTACTGCTTTACTAAGGAGATG 
M= TTAGAAACAAGGTTAATAGCCAGGCATGGTGGCTCATGCCTGTAATC 
□ GCTGAGGCGGGCGGATCACCTGAGGTTGGGAGTTCGAGACC^GCCTGAC 
H CCCTATCTCTACTAAAAATACAAAGTAGCCCGGCGTGGTGATGCGTGCCTGTAATCCCAGCT 
Ul ACCCAGGAAGGCTGAGGCGGCAGAATCACTTGAACCCGAGGCCGAGGTTGCGGTAAGCCGAG 
Q ATCACCTNCAGCCTGGACACTCTGTCTCGAAAA 

ATATGTATGCATTGAG&CATGCTACCTAGGACreA 
TGGTGGCCTATTATGATAAATAGGAGAAATCATTTATGTGTG^ 

TATCAATATGTTATAGATGAGGTAGAAAGTTATATTTATATTCAATATTTAC^CTTAAGGC 

TAGCGGAATATCCTTCCTGGTTCTTTAATGGGTAGTCTATAGTATATTATACTACAATAACA 

TTGTATCATAAGATAAAGTAGTAAACCAGTCTACATTTTCCCATTTCTGTCTCATCJUIAAAC 

TGAAGTTAGCTGGGTGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGGGCCAAGGAGGG 

TGGATCACTTGAGATGAGGAGTTCAAGAC(^GCCTGGCCAACATGGTGAAACCTTGTCTCTA 

CTAAAAATACAAAAATTAGCCAGGCGTGGTGGTGCACACCTGTAGTCCCAGCTACTCX3GGAG 

GCTGAGAC^GGAGATTTGCTTGAACCCGGGAGGOK^GGTTGCAGTGAGCCAAGATTGTGCC 

ACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCCATCTO^AAAAA 

CCTACAGCAGCTACTATTGAATAAATACCTATCCTGGATTTT 



i 



FIGURE 53 

></usr/ seqdb2/sst/DNA/Dnaseqs .min/ss .DNA44194 
xsubunit 1 of l, 211 aa, 1 stop 
><MW: 24172, pi: 5*99, NX(S/T) : 1 

MRLFLWNAVLTLFVTS LI GAL I PEPEVKI EVLQKPFI CHRKTKGGDL^VHYEGYLEKDGS L 
FHSTHKHNNGQPIWFTI^ILEALKGWDQ^ 

LIFNIDLLEIRNGPRSHESFQEMDLNDDWKLSKDBVKAYLKKEFEKH 
IFDKEDEDKDGFISAREFTYKHDEL 

Important features: 
Signal peptide: 

amino acids 1-20 

N-glycosylation site, 

amino acids 176-179 

Casein kinase II phosphorylation site* 

amino acids 143-146, 156-159, 178-181 and 200-203 

Endoplasmic reticulum targeting sequence « 
amino acids 208-211 

PKBP-type peptidyl -prolyl cis-trans isomerase 

amino acids 78-114 and 118-131 

EF-hand calQium-binding domain. 

amino acids 191-203, 184-203 and 140-159 

S-100/ICaBP type calcium binding domain 

amino acids 183-203 



FIGURE 54 

AATAAAGCTTCCTTAATGTTGTAT^^ 
CCAACCATTCOTCCCTTGTAGTT 

CTAACATCTCAGTCTCTGAAAATGCACAGAGATGCCTGGCTAC 
CACGGGGCTCAGTCTCTOT 

CTGCCACCCTCAACGTCCTCAATGGCTCTGACGCCCGCCT 

TAGACAGTGAACCACAAACAGTTCTC^ 

TGAGGAGATGTTCCTCCAGTTCCGCAT^ 

ACCGCGTGGAGTTCTCAGGGAACCCC^^ 

CAGCCGGAGGATGAGGGGATTTACAACTGCTACAT 

CCATGGCAAGATCCATCTGCAGGTCCTCATGGAAGAGCCCXCTGA 

CCGTGATTGTGGGTGCCTCCGTCGGG^^ 

GTCAAGTGTGTGAGGAGAAAAAAAGAGCAGAAGCTGAGC^CAGATGACCT 

GGAGGGCAAGACGGACGGTGAAGGCAACCCGGATGATGGCGCCAAGTAGT^ 

CTGCAGCCTCCCGTGTCCCGTCTCCTCC^^ 

CTCTTGGTGTGCTTCCCGTGACCT^ 

ACTTCGTATCTCCCACCCTGCACCAAGAGT^ 

TGCTCTGGGACGTGTGGGCCCTGGGGAGAGGAGAGAAAGGGCTCC 

GGGGAGGCAGGAGGCACATGTGAGGGTCCCCAGAGAGAAGGGA 

GGAGGGGCCGCTGTCACCTGCC(^GTGCTTGCCTGG 

GGAGGGAGGGCTTTCCTGTGCTGACAGCGCTCC^ 

TGCTCCTCCCCTGCTCCCAGCCCAGAGCAGCCATCAGGCTGGA 

AACTTGGAGGGGCATGTTAAAGGGATGACTGTGCATTC 

CTGCAGGCAAAGCTGGACATGTGKX^CTGGCCCAGGAGGCC^ 

GCTAGTGGCCTCCTTGGGGCTCCTGTTGGCTCC^ 

ACTGGAAGAGCAGCTCCAGGTAGGGGGCCATGTTTCCCAGCGGGGACCCA 

AGTTTCAAAGTCAGCTGAGGGGCTGAGGGGTGGGGCTCCATGGTGAA 

GCTCTGCCTTCTCC^TGGGGTAACCACCCTCGCCTGG^ 

GAGGAGkSCCATGCACAGGGTGGGGCAGCTTTCTTTO 

GCCCTTGGTGGGGTTTCCACCTG^ 

GCATAAGGGGAGGCCTTGGAACCTGAGCT^ 

CTACTCGCTCCTCTCCCAACAACTCCCT^ 

ACAGTGGCTCACXSCCTGTAATCCCAGCACTT^ 

CTGTTTAGTAGAAATGGGCAAAACCCC^TCTCTACTAAAAATACAAGAATTAGCT 
GTGGCGTGTGCCTGTAATCCCAGCTATTTGGGAGGCT 
GGAAGCAGAGGTTGC^GTGAACTGAGATAGTGATAGTGCCACTGCAATO 
ATAGAGAGACTCCATCTCAAAAAAAA 



FIGURE 55 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA45415 
<subunit 1 of 1, 215 aa, 1 stop 
<MW: 24326, pi: 6.32, NX(S/T) : 4 
MHRDAWLPRPAFSLTGLSLFFSLVPPGRS^ 
FSLNWTYQECmCSEEMPLQPRM^ 

YNCYIMNPPDRHRGHGKIHLQVLMEEPPERDSTVAVIVGASV 
KEQKLSTDDLKTEEEGKTDGEGNPDDGAK 

Important features: 
Signal peptide: 
amino acids 1-20 

Transmembrane domain: 

amino acids 161-179 

Ixtmmnoglobulin-like fold: 
amino acids 83-127 



N-glycosylation sites. 

amino acids 42-45, 66-69 and 74-77 



FIGURE 56 



GTTGTATATGTCCTGAAGTAGATCCGTGCA 

GTTCTCGCCCCCTCAAATCACCTTCTCCCTTAGXTCCAC^ 

AATGCACAGAGATGCCTGGCTACCTCGCCCTGCCTTCAGCCTCA^ 

TCTCTTTGGTGCCACCAGGACGGAGCATGGAQGT<XACAGTACCTGN^ 

TCAATGGCTCTGACGCXTCXK^CTGCCCTGCCCTTCAACTCCTGOT 

AGTTCTCCCTGAACTGGACTTACCAGGAGTGCAACAACTC 

TTCCGCATGAAGATCATTAACCTGAAGCTGGAGOGGTTTCAAGACCGCGTGGAGT^ 

GAACCCCAGCAAGTACGATGTGTCGGTGATGCTGAGAAACGTGCAGCCGGAGGATGAGGGGA 

TTTACAACTGCTACATCATGAACCCCCC 



F I CTR B 5 7 

TCACGGGGCTCATCTCTTTTTCTCTTT^ 

CCTGCC^CCCTCAACGTCCTCAATGGCTTTGACGCC^^ 

CTACACAGTGAACCACAAACAGTTCrCC(nX3AACTG 

TCI^GGAGATGTTCCTCCAGTTCCCGCATGGAAG 

TTTTCAAGAACCGCGTGGAAGTTTCTC^GGGAACCCCAGCAAGTACGA 

TGAGAAACGTGCAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCC 



FIGURE 58 

TCCTCTTGCIX3CIXX!TAATGCTGCTCX3CGGA 

CTGGTGATTTGGGTAACCAACTGGAAGCGAA^ 

CCmAACXTTAOT 

TCAGGCTCGTTTAC^UVCAAAACATCCAGGGC^ 

GGAAGACCTTCTCACTCGAGTTCCTGGACCCCAG 

^CTTOTGOGCTGGGGCTACA^ 

AAAACXjGGCCCTACTTCCTCGCC^ 

TGGTTGCCCACAGTATGGGCAACATCTAC^ 

ATATCCGGGCCTTCGTGTCACTGGGTG^ 

ACAAC^CCGGATCXX^TC&Ta^^ 

TGCTGCCCTACAACmCACATGGTCAC^^ 

ACTACCGCAAGTTCTTCCAGGACATCGGCTTT^ 

AAGtt^C^TGCCACCTGGC^^ 

atgagagcttccctqac^tgacx:ctaaaatc^^ 

tccagtgccaggcctggcagagccgccaggagca 

a ^toctggccaacgccacc^ 

CTCCTGTGGCTCGGCO^^ 

CTCACCATTCAAGGC^CGAQTCTTGGAC^ 

OTX3GCAGTGAW3AAGGAAGAAATGAGAGIX^ 

ACTGOOTGACCTTAGQACTGGCTCCACAGGGTO 

TGTCCCCCTATTCCTGTGGGCT^ 

ACTGGGCTGTGGTCX^TGTACCCAGAGGTC 

GC^CAGATAG<X;CTGCCACTOGTCA 

TGACTGGCTTCCTGGGCX^GCCTAGT^ 

CCTGGGACATCTCACTCCACTCCTACCTC^ 

CCTCCAGTCCCGCAGGCTGT^^ 

CTcarrTCAcccTOaaACTO 

GAAAGGGAATCCAAGGStfUXSUKX^^ 

CACTGCCACCCTQCCCXAGGGTCTCACTACT 

CCTGGCCAGCACCCAGCTTAQTGC^^ 

TGAGGCCCCCCTAGGGGCITIXn^ 

CAGGGCTGCCTTCATGGCAOTAGGCTCTAAGT^ 

GGGOTTCCCAAAGACCXXriTC^^ 

TTGCATACATGCCTGGCATCTGTC^ 

GATTCTGQCAATAAAAGXACTCK3GATGCTGTAAAA 



FIGURE 59 

></usr/seqdb2/sst/DNA/Dnaseqs .rain/ss .DNA44189 

xsubunit 1 of 1, 412 aa, 1 stop 

><MW: 46658, pi: 6.65, NX(S/T) : 4 

MGLHLRPYRVGLLPDGLLFLL^ 

YLCSKKTESYFTIWLNLELLLFVIIDOT 

EFLDPSKSSVGSYFHTMVESLVGWGYTRGEDVRGAPYDWM^ 

LYGGPVVLVAHSMGNKYTLYFLQRQPQAWKDKYIRAFVSIX? 

FVTGPLKIREQQRSAVSTSWIiPY^ 

RQDTEGLVRATMPPGVQLHCLYGTGVPTPDSFYYESFPDRDPKICFGDGD^ 
AWQSRQEHQVLLQELPGSEHIEMLANATTLAYLKRVLLGP 

Important features t 
Signal peptide: 
amino acids 1-28 

Potential lipid substrate binding site: 
amino acids 147-164 

N-glycosylation sites, 

amino acids 99-102, 273-276, 289-292 and 398-401 

Lipases, serine proteins 

amino acids 189-201 

Beta-transducin family Trp-Asp repeat 

amino acids 353-365 



FIGURE 60 

CGGACGCGTGGGCGGACX3CGTGGGGCGGCGGCAGCGGCGGCGACGGCGACATOGAGAGCGOT 
GCCTACGGCGCGGCCAAGGCGGGCGGCTCCTTCGACCTC^ 

GGTGGTQGCGCOCGCCGTGTGCTTGGTCTTCSKICTTQATCQTGTTCTCCTQCATCTATGOTO 
AGGGCTACAGCAATGCCCACGAGTCTAAGCAGATGTACTGCGTGTTCAACCGCAACGAGGAT 
GCCTGCCGOTATGGCAGTGCC^TCGGGGTGCTGGCCTTCCTGGCCT 
GGTCG&CGCGTATTTCCCCO^ 

ACCTGCTCTTCTCAGCTCTCKX3ACCTTCCTCTGGTTTC 

CAGTGGGCAGTCACCAACCCGAAGGACGTGCTGGTGGGGGCCGACTCTGTG^GGGCyiGCCAT 
CACCTTCAGCTTCTTTTCCATCTT 

AOUIGGCTGGCGTGGACGACTTCATCCAGAATTACGTTGACCCXIACTCCGGACCCCAACACT 
GCCTACGCCTCCTACCC^GGTGGATCTGTGGACAACTAC 

CGCGGAGACCACCGAGGGCTACCAGCCGCCCCCTGTGTACT^GTGGO^TTAGCGTGGGAA 

GGGGGACAGAGAGGGCCCTCCCCTCTGCCCTGGACT^ 

GCCCCTCTCTTTCACCTGTTCCATCCTGTGCAGC^ 

TGGCGGGGGCTGGCAGAGCCACACCCCAAGTGCCTOTGCCCAG 

CACTCCTCCAGGGCACTTTTAGGAAAGGGTTTTTAGCTAGTGTTTTTCCT 

CCTCAGCCCCGCCTGCAGTGGCTAGAAGCCAGCAGGTGCCCATGTGCTACTGACAAGTGCCT 

CAGCTTCCCCCCGGCCCX3GGTCAGGCCGTGGGAGCCGCTATTATCTGCGTTCTCTGCCAAAG 

ACTCGTG<3GGGCCMC^<^CCTGCCCTGTGCAGCX3G^ 

CTCAGGTTTGCTTCCCCTGTGCCCACTGCTGTATGATCTGGGGGC 

GGCCTCTGGGCTGCCTCCCGTGGTGTGAGGGCGGGGCTGGTGOTCATGGCA 

CTCCC^CCCCTGGCAGCRGGGAAGGGCTTTGCCTGACAACACCCAGCTTTATGTAAATATTC 

TGCAGTTGTTACTTAGGAAGCOTGGGGAGGGC^GGGGTGCCCCATGGCTCCCSIGACTCTGTC 

TGTGCCGAGTGTATTATAAAATCGTGGGGGAGATGCCCGGCCTGGGATGCTGTTTGGAGACG 

GAATAAATGTTTTCTCATTCAAAG 



FIGURE 61 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA48304 

<subunit 1 of 1, 224 aa, 1 stop 

<MW: 24810, pi: 4.75, NX(S/T) : 1 

MESGAYGAAKAGGSFDLRRFL^ 

RNEDACRYGSAIGVIAFLASAFFLVVD^ 

FLTNQWAVTNPKDVLVGADSVRAAITFSFFSIFSWGVLASIA 

DPNTAYASYPGASVDNYQQPPFTQNAETTEGYQPPPVY 

Important features: 

Type II Transmembrane domains 

amino acids 1-45 

Other transmembrane domains t 

amino acids 74-90, 108-126 and 145-161 

N-glycosylation site* 
amino acids 97-100 



FIGURE 62 



G^C&CCraCCCTQCTC^ 

CCCOTGQCCQAGGCCCCCCAGGTGGCTGGCGGGCA^ 

AIGTTCAAGGCCTGTGAGGACTCC^^ 

GCCCTGCTCXsTGCTGK^ 

CAGGTGTACTCAGGCAOTCTGCGTGTACTC^ 

TTOXSCAGTGAAACCQCCAAAGCC^ 

AACTCX3UKnXXX3TCTATTCXn^ 

C^CGCO^CTGATGCTOAG^ 

GACATAGCTGCATTGAATTCC^CGCTG^^ 

AAGGGGCCTGACCACCTGOTCCTC^^ 

CTGGAGTGGACGCTGGCAGAGTGCOGGGACCG^ 

ATCACOTCGGTGTACGGCTGCAGCCXKX!AQGA 

GTCTGGAAGAAGGGCCTGCACAGCTACTACGACCXX^ 

GAAGTGAACCTGACGCTGGACAACAGGCTCGACTC 

TCGCCCCAAACCCACTGCTCCTG^ 

TATGaCTGAGGAGGCAGAAGTATG^ 

GGCTTCCGCATCCTGCAfiCCCTACGCOGA^ 

TCCX^GATCTCCCT^CCGGGCC^^ 

GAGTTCCTCTGTTCTGTGAATGGACTCro 

GAfiAGAAACTGCGTTTGCAGAGCXa 

GATGGGCAGCCTGATTGTCTCAACGGCAGCX^ 

TTCCAGTGTGAGGACCGGAGCTGCGTGAAGAAGCC^ 

TCGGATGAGGAGCACTGTGACTGTGGCCTCCA^ 

GGTGAGTGGCCATQGCAGGCCAGCCTCCAGGTTOGGGOT 

TGGGTGATAACAGCTGCCX^CTGCTTCCA 

AAGGTGTGGCAGAACTCGCGCTGCKXrrGG^ 

GAAGAGGACAGCCATGACTACGAOST^ 

CCCX3TCTGCCTGCCCGCGCGCTCC 

CGOGAGGGCGGCCCCATCaGC^C^^ 

GCCTATOSCTACCAGGTGACGCC^ 

C&CTCAGGTGGTCOXnX^^ 

GGCTGTGGCCGGCCTAACXAjCTTCGGCOTCTAC^ 

AC CTGAG GAArTOCCCCCCTG<3U^ 

GGGACAAGTATTCTGGaSGGGGGrrGGGGG^ 

CTGATCTCTGCTCCAGTGATGGCAC3GAGGATGGAGA 

C^3GCCCACACCCAGCX!CTT<^ 

GCAGTGGCTCAGCAGCAAGAATGC^^ 

CTGTTTGGGCAGCCTTGCCrCCMAGAG 

GGAAGGTGCTCCCATCGGAGGGGACCCTOU3AGC 

AAGGTGGGGAAGTCCTGACTCC3U3GGTCC^^ 

CACTCGGAGGTGAGCraiGCTGCrCITO 



FIGURE 63 



></uBr/seqdb2/sst/DNA/Dnaseqs .min/ss -DNA49152 

xsubunit 1 of 1, 802 aa, 1 stop 

><MW: 88846, pi: 6.41, NX(S/T) : 7 

MPVAEAPQVAGGQGIXSGDGEE^ 

LWYFLGYKAEVMVSQVYSGSLRVLNRHFSQDLTRR^ 

YYNSSSWSFGEGPLTCFFWFILQIPEHRRLMLSPBWQAL^ 

EVDPEGLVILEASVKDIAALNSTUSCYRYSYVGQ^ 

KLRLEWTLAECRDRIiAMYDVAGPLEKRLITSVYG^ 

YDPFVLSVQPVWQACEVNLTLDNRLDSQGVLSTPYFPS 

WFDAYALRRQKyDLPCTQGQWTIQNRRLCGLR I LQP YAER I P WATAG IT INPTSQ I S LTGP 

GVRVHYGLYNQSDPCPGEFLCSVNGLCVPACDGVK^ 

LPKVOTGQPDCLNGSDEEQCQEGVPCGTFTF^ 

CGLQGPSSRIVGGAVSSEGEWPWQASLQVRGRHICGGALIADRWVITAAHCT 
VTC'VFLGKVWQNSRWPGEVSFKVSRLLLHPYHEED^ 

RSHFFEPGLHCWI TGWGALREGGP I SNALQKVDVQLI PQDLCSEAYRYQVTPRMLCAGYRKG 
KKDACQGDSGKSPLVCKALSG^WFLAGLVSWGL^ 

Important features; 

Type II transmembrane domain: 

amino acids 46-67 

Serine proteases, trypsin family, histidine active site, 
amino acids 604-609 
N-glycosylation sites. 

amino acids 127-130, 175-178, 207-210, 329-332, 424-427, 444-447 

and 509-512 

Kringle domains* 

amino acids 746-758 and 592-609 

Homologous region to Kallikrein Light Chain: 

amino acids 568-779 

Homologous region to Low-density lipoprotein receptor: 
amino acids 451-567 



FIGURE 64 



GCACCOiGGGCCAGTGQACGATCClAGAACAGK^GGCTGTGTGGCTTGCGCATCCTGCAGCCC 

TACGCCGAGAGGATCCCCGTGGTGGCCAC^CCGGGATC^CCATCAACTTCACCTCCCAGAT 

CTCCCTCACCXX3GCC(X^TGTGCGGGTGCACTATGGC^ 

CTGGAGAGTTCCTCTGTTCTGTGAATGGACTCrGTGTC^ 

TGCCCCAACGGCCTGGATGAGAGAAACTGCGTTTGCAGAGCCAC^ 

CAGCAC&TGCMCTCACTGCCGAAGGTCTGTGAl^^ 

ATGAA.GAGCAGTGCCAGGAAGGGGTGCCATGTGGGACATTCACCTTCCAGTGTGAGGACCGG 

AGCTGCGTGAAG&AGCCCAACCCGGAGTGTGATGGGC^ 

TGAGGAGXIACTGTGACTGTGGCCTCCAGGGCCCCTCCAGCCX3CATTGTTGCT 

CCTCC<1AGGGTG&GTGGCCATGGCAGGCCAGCCTCCAGGT^ 

GGGGCCCTCATCGCTGACCGCTGGGTGAT^ 

GGCCTCCACGGTGCTGTGGACCGTGTTCCTGGGCT^GGTGTGGCAGAACTCGCGCTGGCCT 

GAGAGGTGTCCTTCAAGGTGAGCCGCCTGCTCOTGCACCCGTACCACGAAGAGGAC^ 

GACTACGACGTGGCGCTGCTGCAGCTCGACCACCCGGTGGTGCGCTCGGCCGCCGTGCGCCC 

CGTCTGCCTGCCOSCGCGCTCCCACI^CTTCGAGCCCGG^ 

GGGGCGCCTTGCGCGAGGGCGGCCCCATCAGCAAC^ 

ATCCCACAGGACCTGTGCAGCGAGGCCTATCGCTACCAGGTGACGCCACGCATGCTGTGTGC 

CGGCTACCGCAAGGGCAAGAAGGATGCCTGTCAGGGTGACTCAGGTGGTCCGCTGGTGT 

AGGCACTCaGTGGCCGCTGGTTCCTGGCGGGGCTGGTCAGCE^^ 

CCTAACTACTTCGGCXn'CTACACCOGCATCACAGG 

<^CCTGAGGAACTGCCCCCCTGCAAAGCAGGGCCCACCTC 

AACTGCCAAGCAGGGGGACAAGTAT 



FIGURE 65 



GGACGAGGGCAGATCTCGTTCTGGGGCAAGCCGTTGAC^^ 

CTCCGTGCCGCCAAGTTTTCATTTT^ 

AGAGAAGGGTCTTACCGGCCGGK3ATTGCT 

ACTTCTGTTTCTTGGGAGGGGGTGTC 

TTTCTGGAGCCTCTGCTATTGCTTTGCTGC^ 

GGCTGGAAGATAAGCTCCACAAACCCAAAG^ 

TTTAACCTCCGCACCTCCAAGGACCCAGAGCATGAAGGATGCTACCTCTCCGTCGC^ 

CCAGCCCTTAGAAGACTGCAGTTTCAACATGACAGCT 

GGACGATGAGCGGTATCTTTGAAAACTGG^ 

GAGAAAGACGCCAATGTAGTTGTGGTTGACTGGCT 

TGCGGTCAATAATACCAGGGTGGTGGGACACAGCATTGCCAG 

AGAAGGACGATTTTTCTCTCGGGAATGTCCA 

GCCGGGTATGCAGGCAACTTCGTGAAAGGAACGGTGGGCCGAATCA 

CGGGCCCATGTTTGAAGGGGCCGACATCCACAA 

TGGATGTCCTCCACACCTACACGCGTTCCTTC^^ 

GGCCAC^TTGACATCTACCCCAATGGGGGTGACTTCCAGC 

CTTGGGATCAATTGCATATGGAACAATCA^ 

TCCACCTCTTTGTTGACTCTCTGGTGAATCAGGACAAG 

GACTCCAATCGCTTCAAAAAGGGGATCTGTCTGA 

TGGC^ACAATGCCAAGAAAAT^ 

CAGGCATGCCTTTCAGAGGTAACCTTCAGTCCCTGGAGTGTCCCTGA 

CCTCCTTCTTAATACCATGCTGC^^ 

CAATCCAATCAAATCGTTGCAAATC^^ 

ACAAAATAAA<^GTGTGGACCCCTAATAAAAA^^ 

AAAAAAAAAAAAAAAAAAAAAA 



FIGURE 66 

></usr/seqdb2/sst/DNA/Dnaseqs .tnin/ss .DHA49646 
xsubunit 1 of 1, 354 aa, 1 stop 
><MW: 39362, pi: 8.35, NX(S/T) : 2 
MSNSVPIJjCF^SLCTCFAAGSPVPFG 

GC?YLSVGHSQPLEDCSFNMTAETPPI IHGWTMSGIFENWLHKLVSMiHTREKDANVVVVDWL 
PLAHQLYTDAVNNTRWGHSIJUiMLDWL^ 

GRITGLDPAGPMFEGADIHKRLSPDDJ^FVDVLHTYTRSFGLSIG 

QPGCGI^IDVLGS I AYGTITEWKCBHBRAVHLPVDSLVNQDKPS FAFQCTDSNRFKKG I CLS 
CRKNRCNSIGYNAKKMRNK^ 

Important features: 
Signal peptide: 
amino acids 1-16 

Lipases, serine active site. 

amino acids 163-172 



N-glycosylation sites. 

amino acids 80-83 and 136-139 



FIGURE 67 

CGGACXXXSTG^ 

TTOXTGTCGCGCTCXX^^ 

CGGCAAAGTTTGGCXXXSAAGAGGAAGTGGTCTC^ 

CTGCCTGCGGGCGGGCTGTAGGCGAGGGCGC^ 

A( 3AAGAGTGCGGCGGCGGACGGAGAAAAC^CTCCAAA 

COX?CTCCmKX!CCCAGCCCn^^ 

CACCAGGGftGCCTGGGCGCCC^^ 

G<^CCTCK^CAGCX!CAGGM 

ACCGGATTATTTTTCCAAATCATGCTO 

GG<xxxrrc^TCCG<^CAGcax^cCT 

TC^O^TC^GGTTCCAGAAGCrACAa^ 

TGATCTCCXnXMOTGAGGCACCTC^ 

CTQGGGCCAGAGCACCX!ATGgGGCaU3G<3CTTCCro 

AGTTTCAGTGCCTGAACCACCGCTGTOTATC^^ 

CTGATGAAGCAGQTTGCAGCTCAGACCCC^ 

TCACCTTGGAGGACTTCTATGGQGTCTTCTCCTCTCCT 

CCTGCXMTGGCTGCTGGACXHX^ 

GAGATGCAGTGCATGTGTATGACGGCCC^^ 

GCAATGGCAAGGCTGTCACTGTC^^ 

ATGGTCGTGGCTTC^TGCX^CCT^ 

CTGGCCTGGGAGCTGGCGAAGGCCK^^ 

GTGCTGACXK^CAGATGAGGAGGACTGCCC^^ 

CTGGTGCCACAGCCT<XITACCTGCCTGCTGA^ 

GACGCTGTCQGCATTGCCAOCCTGGC!AATTTCCX3ATG 

ATGGG<^GCX1AGACTGTGCGGACGGCAGTGATGAGTGGQ^ 

CTGCAGTaTTGGCAGCCT^^ 

TTCGCACCCAGGAOTACAGCATCTT^ 

CITCCTAaSGGCAGCTC^TTGCCCAG^ 

ACTCSU3TGCTGCX3CAACCTGCGTTCTCT 

CXXX3C0GTCOTCAGCGGGGCCXKrrT^ 

CCAAG^CCCCGGCTCGGGCCIXrraAG^ 

GTGGCACAGGTCCAGCCCGTGAGGGCG^ 

AGGCTCCCXTTCCX^TCTCXn^ 

TGCCCCH^GAGCCATCACTATTGTCTG^ 

CAGGACCAA<X03GAGCX:CCCCrGGACCC^ 

TCCCACTGGCTGAgCCGGGGCn?GTGGGT^ 

CIXTTACTGAGGCCTCTCCCOTG^^ 

TAAGTGTCCCTCACX3CAGGGAGAGGGCTCA 

TCACCACCACCTGCTTCCra^ 

GGTCTGGACACTCCATCCTTGCCAAACCT 

CCClXXaGCXXXXaAGGGG^ 

CTCACAAAAAGAGTGCAACAAATGCTTCTATTCCAT^ 

GGAATCATACATCTC 



FIGURE 68 



</usr/seqdb2 / ss t /DNA/Dnaseqs . min/ss . DNA4 9631 
<subunit 1 of 1, 713 aa, 1 stop 
<MW: 76193, pi: 5.42, NX(S/T) : 4 

MLLATLLLLLLGGALAHPDRI I FPNHACEDPPAVLLEVQGTLQRPLVRDSRTSPANCTWLIL 

GSKEQTWIRFQKLHLACGSBRLTLRSPLQ^ 

MGQGFLLSYSQDWLMCLQEEFQCLNHRCV^ 

VPSLPCWTLEDFYGVFSSPGYTHLASVSHPQSCH^^ 

VYIX3PGPPESSRLLRSLTHFSNGKAVTVETLSG0AWSYHTVAWSNGRGFN 

WDRPCGLGSGLGAGEGLGERCYSEAQRCDGSWDCADGTDE 

ACYLPADRCNYQTFCADGADERRCRHC^ 

YVLPRKVITAAVIGSLVOTLLLVI AI^CTCKLYAIRTQE YS I FAPLSRMEAE I VQQQAPPS Y 

GQLIAQGAIPPVEDFPTENPNDNSVLGNIiRSLLQILRQDMTPGGGPGAR 

RLRRWGLLPRTOTPARASEARSQVTPSAAPLEALDGGTG 

PLPSASTSPAPTTWEAPGPLPSLPLEPSLLSGWQALRGRLLPSLGPPGPTRSPPGPHTAV 
LALBDEDDVLLVPLAE PGVWVAEAEDEPLLT 

Important features: 
Signal peptide: 
amino acids 1-16 

Transmembrane domain: 
amino acids 442-462 

LBL-receptor class A (LDLRA) domain proteins 

amino acids 411-431, 152-171, 331-350 and 374-393 



FIGURE 69 



CGAGCTGGGCGAGAAGTAGGGGAGGGCGGTGCTCOSC^ 

C^GAACCTACTC&GGCAGCGAGCT 

GACGCGATOGATAACGTGC^GCCGAAAATAAAA^^ 

CCACGTGAAGATGCTGCGGCTGGCACTAACTGTGACATCT 

AAGCCCCTGAACCATATATTGTTATCACTCGATTTGAACT 

CTTTTATATGTACTCAGACTTGATCGATTAATGAAGTGGTTA 

TATCJ^CTCACTGGTAACAACAGTATTCATGCT 

AAACCACAACATTGACAGTTGGTGGAGGGGTGTTO 

GCCGA0GGGGCCCTTATTTACO3GAAGCTTCT 

GCCTGTGGATGAAAAAAAAGAAGTTTTGTAATTTTATAT^ 

ATTAAACATATTTCTGTATTCTTCCAAAAAAAAAAAAAAAAAA 



FIGURE 70 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA49645 
xsubunit 1 of 1, 152 aa, 1 stop 
><MW: 17170, pi: 9.62, NX(S/T) : 1 

MDNVQPKI KHRP PCFS VKGHVKMLRLALTVTSMTFP 1 1 AQAPE PYI VI TGFE VTVI LFF I LL 
YVLRLDRLMKWLPWPLLDI INSLVTTVFMLIVSVLALI PETTTLTVGGGVFALVTAVCCLAD 
GAL I YRKLLFNPSGP YQKKPVHEKKEVL 

Important features: 

Potential type II transmembrane domain: 
amino acids 26-42 

Other potential transmembrane domain: 
amino acids 44-65, 81-101 and 109-129 

Leucine zipper pattern 
amino acids 78-99 and 85-106 

N-myristoylation site, 

amino acids 110-115 

Ribonucleotide reductase large subunit protein 
amino acids 116-127 



FIGURE 71 



GGG(^GAAGTAGGGGAGGGCGTGTTCCGCCGCGGTGGCX^TTGCTATCGTTTTGCAGAACC 

TACTCAGGCaGCCAGiraGAGftAGAGTTGAGGGAAAGTGCTGCTGCTGGG 

TGGATAACGTGC^GCCGAAAATAAAACATCXSCCCCTrCTGCTTCAG 

AAGATGCTGCGGCTGGCACTAACTGNGACATCTATGACCT 

TGAACCATATATTGTTATCACTGGATTTGAAGTCACCGTTATCTTATTTOT 

ATGTACTCAGAOTGATCGATTAATGAAGTGGTTATTTTGGCCTTTGCTT^ 

TCACTGGTAAOACAGTATTCATGCTCA^^ 

AACATTGACJU3TTGGTGGAGGGGTGTTTGCACTTGTGACAGCAGTATGC 



F I OT Rg 72 

CAGCCCCGCGCXSCCX^CCGAGTCGCTGAGCCGCG^ 

CTGGGCGCGCCCCCCGGGCCCCGCCGTGGGCATGGGCGCACTGGCCCX^GCX?CrrGCrGCTGC 
CTCTGCTGGCCCAGTGGCTCCTGCGCGCCGCCCCGGAGCTGGCCCCCGCGCCCTTCACGCT6 
CCCCTCCGGGTGGCCGCGGCCACGAACCGCGTAGTTGCGCCCACCCCGGGACCCX3GGACCCC 
TGCCGAGCGCCACGCCGACGGCTTGGCGCTCGCCCTGGAGCCTGCCCTGGCGTCCCCCGCGG 
GCGCCGCCAACTTCTTGGCCATGGTAGACAACCTGC^ 

CTGGAGATGCTGATCGGGACCCCCCCGC^GAAGCTACAGATTCTCGTTGACACTGGAAGCAG 

TAACTTTGCCGTGGCAGGAACCCCGCACTCCTA(^T^ 

CTAGCACATACCGCTCCAAGGGCTTTGACXSTCAC^^ 

GGCTTCGTTGGGGAAGACCTCGTCACCATCCCCAAAGGCTTCAATACTTCTTTTCTTGTCAA 

CATTGCCACTATTTTTGAATCAGAGAATTTCTTTITGCCTGGGATTAAATGGAATGGAA 

TTGGCCTAGCTTATGCCAGACTTGCCAAGCGATCAAGTTCTCI^^ 

CTGGTGACAC!AAGGAAA<^TCCCCAACGTTTTCTC 

CGTTGCTGGATCTGGGACCAACGGAGGTAGTCTTGTCTTGGGTG 

ATAAAGGAGACATCTGGTATACCCCTATTAAGGAAGAGTGGTACTACCAGATAGAAATTCTG 

AAATTGGAAATTGGAGGCCAAAGCCTTAATCTGGACTGCAG^ 

CATCGTGGACAGTGGCACCACGCTGCTGCGCCT^ 

AAGCTGTGGCCCGCGCATCTCTGATTCCAGAATTCTCTGATGGTTTCTGGACTGGGTCCCAG 

CTGGCGTGCTGGACGAATTCGGAAAC^CCTTGGTCTTACTTCCCTAAAATOT^ 

GAGAGACGAGAACTCCAGCAGGTCATTCCGTATCACAATCCTGCCTC^GCTTTACATTCAGC 

CCATGATGGGGGCCGGCCTGAATTATGAATGTTACCGATTCGG(^TTTCCCCATCCACAAAT 

GCGCTGGTGATCGGTGCCACGGTGATGGAGGGCTTCTACGTCATCTTCGACAGAGCCCAGAA 

GAGGGTGGGCTTCGCAGCGAGCCCCTGTGCAGAAATTGCAGGTGCTGCAGTGTCTGAAATTT 

Cm^CCTTTCTCAACAGAGGATGTAGCCAGCAACTO^ 

CCCATTTTGTGGATTGTGTCCTATGCGCTCATGAGCGTCTGTGGAGCGATCCTCCTTGTCTT 
AATCGTCCTGCTGCTGCTGCCGTTCCGGTGTCAGCGTCGCCCCCGTGACCCTGAGGTCGTCA 
ATGATGAGTCCTCTCTGGTCAGACATCXjCTGGAA AT^ 

ccatgaactcagctattaagaaaatcacatttccagggcagca 
ctttctcctgtgcccacccgtcttcaatctctgttcixx:tcccagatgccttctagattcac 

TGTCTTTTGATTCTTGATTTTCAAGCTTTCAAATCCTC^ 
AAAAAAAACTTCATTCTAA 



FIGURE 73 



></usr/seqdb2/sst/DNA/Dnaseqs *min/ss .DNA45493 

xsubunit 1 of 1, 518 aa, 1 stop 

><MW: 56180, pi: 5.08, NX(S/T) : 2 

MGMiARALLLPLIAQWLIJlAAPELAPAPFTLPLRVA 

ALEPALASPAGAANFLAMVDNLQGDSGRG 

YIDTYFDTERSSTYRSKGFDVTVKYTQGSW^ 

FLPGIKWNGILGLAYATLAKPSSSLETFFDSLVTQANIPNVFSMQMCG^ 
LVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNM) 
LPQKVFDAVVEAVARASLIPEFSDGFWTGSQLACWTNSOT 
g ITILPQLYIQPMMGAGLNYECYRFGISPSTNALVIGATVMEGFYVITO 
*j EIAGAAVSEISGPFSTEDVASNCTOAQSLSEPILWIVSYALMSV^ 
S? QRRPRDPEWNDESSLVRHRWK 

W 

^ ^ • 

\Q Important features: 
* ! Signal peptides 

H amino acids 1-20 

S 

M= 

vl Transmembrane domain? 

p 

amino acids 466-494 

N~glycosylation sites. 

amino acids 170-173 and 366-369 



Leucine zipper pattern* 

amino acids 10-31 and 197-118 

Eukaryotic and viral aspartyl proteases 
amino acids 109-118, 252-261 and 298-310 



FIGURE 74 



CGCCTCCGCCTTCGGAGGCTGACGCGCCCO 
GC^GCCGCCTGGCGGCGATCCAGGGCGGTGCGGGGCCTGGGCGQ 
GGCft32^GGCGCTGCTGCTGGGCXKX3GGGTTG 
CAACCTGKTTGAAGGCCCCGCC 

TCACGGGCGCCAACAGCGGCATCGGAAAGATGAC^ 

CGCGTGGTGCTGGCCTGCCGC^GCC^^ 

GGAGAGTGGGAAC^TGAGGTCATCTT^ 

GGGCCTTTGCCACTGCCTTTCTG^ 

GGTATCAGTTCCTGTGGCCGGACCCG^ 

CGGTCCCTTTCTGCTGACACATCTO 

TGGTGGTGGTAGCCTCAGCTGCCC^^ 

CCAGTGGTGGGCTGGCGGCAGGAGCTGCGGGCA 

GTTTGCCCGGGAGCTCGCCAACCAGCTTGAGGCCACTGGC^ 

CAGGGCCTGTGAACTCGGAGCTGTTCCTC 

CGCCCATTGGCTTGGCn^GTGCTCC^ 

TGCTCTACAAGAGGGCATCGAGCCCCTCAGTGGGAGATATTTTG 

AGGTGCCTCCAGCTGCCCGAGACGACCGGGCAGCCCATCGGCT 

CTGGCAGGGCTTGGGCCTGGGGAGGATGCT^ 

AGAGGCCCCATCTTCTCTAAGCACCCCCCACCCTGAGGAGCCCACAGTTTCT 

CCAGCCCTCAGAGCTCACCAGATTTGTCTAA 

CCTG&GATCCAGCTCTCCS^^ 

GAAAACCTCGGATGTGTGTGAGGCCATGCCCTGGACACTGACGGG 
CGTGGTTACTTTCTGGK3GCCCCAAGCTC 

AATGGGTGATTATTTCTTCCTGAGAGTGACAGTAACCCCAGATGGAG 
AGACACTGTGCTTCTCGGAAATTTGGATC 
ATCAGCTCTGGAGCAGAGGCAGGGAGTTTGCAATGTGATO 
. TGAACTGATCCCTTTGCAACCGTCT^^ 
GAATTAGGCTCCCGAGCTAAGGGACTCGCCTAGGGT 
GGATCTGAACCCAAGGGTCTGAGGCCAGGGCCGACTC 
GTCAGGGCAGGGGAGCTGGTATCGAG^ 
ATGCAGGGCTGGGGTCATCTGTATCT^ 
AAAAAAAAAAAAAAAAA 



FIGURE 75 

</usr/seqdb2/sst/DNA/Dnaeeqs,min/ss.DHA48227 

<subunit 1 of 1, 377 aa, 1 stop 

<MW: 40849, pi: 7.98, NX(S/T) : 0 

MRZUjLLGAGLLLGAYVLV^ 

VVLACRSQERGEAAAFDLRQESGNNEVIFM^^ 

ISSCXSRTREAFNLLLRVNHIGPFLLTO 

WGWRQELRAYADTKLANVLFARELAN^^ 

PLAWLVLRAPRGGAQTPLYCALQEGIEPLSGRYF^ 

AGLGPGEDAEPDEDPQSEDSEAPSSLSTPHPEEPTVSQPYPSPQSSPDLSKMTHRIQAKVEP 
EIQLS 

Important features: 
Signal peptide: 

amino acids 1-16 

Glycosaminoglycan attachment site, 
amino acids 46-49 



Short -chain alcohol dehydrogenase family 
amino acids 37-49 and 114-124 



FIGURE 76 

GGAGGAGACAGCCTCCTGGGGGG^ 

GACTCCCOXXXXAGATCCTAGTCCAC<XCCA 

CSAGCCTCAGGCCAGCC^^ 

CCACACCACCttXnXKCT^ 

GCCCTGTCCACT^CCTGGGTCmrrACACA 

CGGCTGTCTGTGGCTGTCCTCCGGGAGGA 

TTTACTCTGGAATGTCGGCCXK!CCTX3^^ 

GCCCHX^CAGCCCGGAAGGCACACAGTGTC^ 

ACXTTACATGTCmJTGGCCA^ 

CAGGACTACACGGAGCCTGTGOAGCTT^^ 

CCTGOU3AGGGCCCTAAGCCTAGACX^ 

TCTTACACX3GCCTTGTTCAGGACCCAGACrGC^ 

GGCTGGCAGAGCGCAGAGCTTGGAGGCCTC^ 

CX^^O^GGCCCI^CAGCAACGTGOT^^ 

GTGACTCTMAGCCTGG^^ 

ATCCX3TGGCTACCAGGTCTGGAGCCTGGGCAAC^ 

ACCCAGCTGGAAATOSCCACCC^^ 

GGGGAGCraiGTAGACCTGTCT^ 

GGTCCCTGGACCCTGGAGCAGC^ 

TGGCTGCTGCTTCTGGGCACCGCCGTGTGTAT^ 

TACAGATATACCAGTGAGGATG<X^TC^ 

GftCC C^CTJ^ CTGTOGTCGCTCCTTGCT 
AGCACTTTTTATGGCTCCCTCATCGC^^ 
GTCaOKXXX^CCXaCCCCAG^^ 

GCCAAC^TTCK:CCACTGCTCa3GGGC^ 
AAGAACCITTCCCAAAGCC^ 
AGCTCCTGAAATQAGCTGK3TTACrC^ 
AGTCAACAaCCCAGCCTCCW^ 

AGCTCCTCACTGTC^TCCCTGGG^ 

GGGTACATCAGCGTCCCAACAGCCTCAGAfiTTCACX^ 

GGAGTCTTGCTGTGCCCACCTCX^ 

TC^G CCTCT GRGGACAATGCCGC 

GCTCACTTTGCCCGGGCC 

OTCTTCATAGATGCCTCATCACCTCCCT 

TGGGAGTGGAGGCCAGACTGGTTGGAAGACATGGAG^ 

TGGCCCCCTGACTCTCAGATCTCTTCCC^ 

GTAGATTACTCCTg^CCXSTGTCCCTGAGAOT^ 

ACCTGGGCTGTGGTGTGTGGGTCTTGGCC^ 

TTCTCCCrcCACGATTGTGAAAAC^ 

ACATCATCTCCACCTGACTCCTAGC^^ 

CTGAGGAGCAGCCTTOCCTGCTGCTC^ 

GTGGAGGACAGCAGTGGCTGCTGGGAGAGGGCTGTGGAGGAAG 
GGGCCCXTTCCTCra^^ 

AGGCACTGAGGCCCTACCTCATGCCAAAC^^ 

TATGAGACCOTAGGTCAAAAGCACCATCCTCGTACTC 

GGTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 77 

</usr/ seqdb2 /sst /DNA/Dnaseqs . rain/ss . DN&4 14 04 
<eubunit 1 of 1, 985 aa, l stop 
<MW: 105336, pi: 6.55, NX(S/T) : 7 

MGGMAQDSPPQILVHPQDQLFQGPGPARMSCQASGQPPPTIRWLLNGQPLSMVPPDPHHLLP 

IX3TLLLIX2PPARGHAHIX3QALSTDI/3VYTCEASNM/3TAVSRGARLSVAVLREDF 

VAWGEQFTLECGPPWGHPEPTVSWWKDGKPLALQPGRHTVSGGSLLMARAEKS 

ATNS AGHRESRAARVS I QEPQD YTE PVE LLAVRI QLENVTliLNPDPAEGPKPRPAVWLS WKV 

SGPAAPAQSYTALFRTQTAPGGQGAPWAEELLAGWQSAELGGIiHWGQDYEFKVRPSSGRARG 
PDSNVLLLRLPEKWSAPPQEVTLKPGNGTVFVSWVPPPAENHNGIIRGYQVWSLGNTSLPP 
ANWTWGEQTQLEIATHMPGSYCVQVAAVTGAGAGEPSRPVCLLLEQAMERATQEPSEHGPW 
TLEQLRATIJCRPEVIATCGVALWLLLLGTAVC IHRRRRARVHLGPGLYRYTSEDAI LKHRMD 
HSDSQWLADTWRSTSGSRDLSSSSSLSSRLGADARDPLDCRRSLLSWDSRSPGVPLLPDTST 

FYGSLIABLPSSTPARPSPQVPAVRRLPPQLAQLSSPCSSSDSLCSRRGLSSPRLSIAPAEA 
WKAKKKQELQHANSSPIJ^GSHSLELRACELGNRGSK^^ 

SSNELVTRHLPPAPLFPHETPPTQSQQTQPPVAPQAPSSILLPAAPIPILSPCSPPSPQASS 
LSGPSPASSRLSSSSLSSWSEDQDSVLTPEEVALCI^LSEGEETPRNSVSPMPRAPSPPTTY 
GYISVPTASEFTDMGRTGGGVGPKGGVIjLCPPRPCLTPTPSEGSLANGWGSASEDNAASARA 
SLVSSSIXSSFIiADAHFARAIiAVAVDSFGFGIiEPREADCVFIDASSPPSPRDEIPLTPNLSIiP 
LWEWRPDWLEDMEVSHTQRI/aRGMPPWPPDSQISSQRSQLHCRMPKAGASPVpyS 

Important features: 
Tra n smeatbr an e domain: 
amino acids 448-467 
N-glycosylation sites: 

amino acids 224-227, 338-341, 367-370, 374-377, 658-661 and 926- 
929 

N-myristoylation sites. 

amino acids 47-52, 80-85, 88-93, 99-104, 105-110, 181-186, 272- 
277, 290-295, 355-360, 403-408, 462-467, 561-566, 652-657, 849- 
854 and 876-881 

Phoepho tyrosine interaction domain proteins 

amino acids 740-753 



FIGURE 78 

CTCCC&CXSGTGTCCAGCBCC^ 
CCCAGGTTATGAAGCCCTGXSAG^^ 

CCCTGC^GTGCACCTACAGGGAAGAGCTGAGGGACCACCGGAAGTACTGGTGCAGGAAGGGT 
GGGATCCTCTTCTCTCGCTGCTCTGGCACX^T^ 

GAAGGGCAGGGTGTCCATCCGTGACAGCCGCCAGGAGCTCTCGCTCATTGTGACCCTGTGGA 

ACCT^CCCTGCAAGACGCTGGGGAGTACTGGTGTGGGGTCGAAAAACGGGGCCCCGATGAG 

TCTTTACTGATCTCTCTGTTCGTCTTTCC^G^ 

CTTCCAGCCTCT<jKKTACAACAOK!CTGCAG^ 

CAGGATTGACTTCTCCTGGGCTCTACCCGGCAGCCACC^ 

GCTGAGGCCCCT(XIATTGCCAGGGACTTCCCAGTACGGG<^ 

AGGAACCTCTCCTCACCCAGCGACCrcrCCTCCTGCAGGGAGCT 

TGGACTCCACCTCJiGGAGAGGACACCAGTCCAGCTCTGA^ 

GTGTCCATCCCGATGGTCCGCATACTGGCCCCAGTCCTGGTGCTGCTGAGCCTTCTGTC^ 

CGCAGGCCTGATCGCCTTCTGCAGCGACCTGCTCCTGTGGAG^ 

CGGAGACACAGAGGAACGAGAAGTTCTGGCTCTCACGCTTG^ 

CCITCCCAGGCCCCTGAGGGGGACGTGATCTCGATGCCTCCCC^ 

GCTGGGCTTCTCGAAGTTTGTCTCAGCGIAG^^ 

GAAGCAGTATGX3CTGGCTGGATCAGCACCGATTCCCGAAAGCTTTCCACCTCAGCCT 
TCCAGCTGCCCGGACTCCAGX^TCTCCCCACC 

GCCTGACCTAGAAGCX3TTTGTCAGCCCTGGAGCCCAGAGCGCTGGCCTTGCTCT 
GAGACTGGGACATCCCTGATAGGTTCACATCCOTGGGCAGAGTACCAGGCTGCT 
GCAGGGCC^GACAAGGCTC^G1X3GATCTCGTCTGAGTTTCAATCTGC 

CTCATGCCCAGTGTCGGACCOTGCCTTCCTCCCACTCCAGACCCCACCTTGTCTTCCCTCCC 

TGGCGTCCTCAGACTTAGTCCCACGGTCTCCTXSCaTCAGCTGGTGATGAAGAGGAGCATGCT 

GGGGTGAGACTGGGATTCTGGCTTCTCTTTGAACCACCTGX2ATCCAGC 

GTGAAAAACGTGATTCCTGGCCCCACCAAGACCCACCAAAACGATCTCTGGGOTTGGTGCAG 

GACTCTGAATTCTAACAATGCCCAGTGAC^ 

ATGAACGCTCACACCCCTTCAGCTTAGAGTCTGC^TTTGGGCTGT 

CAATAGATCTGCTCTGTCTGCGACACCAGATCCACGTGGGGACTCCCCTGAGGCCTGCTAAG 
TCCAGGCCTTGGTCAGGTCAGGTGCACATTGCAGGATAAGCCCAGGACCGGCACA 
TTGCCTTTNCCATTTGCCCTCCCTGGNCCATGCCTTCTTGCCTTTGGAAAAAATGATGAA 
AAACCTTGGCTCCTTCCTTGT^^ 

GAAAAGTAGAAAACCAGAGTGCACGTAGGTGTCTAACACAGAGGAGAGTAGGAACAGGGCGG 

ATACCTGAAGGTGACTCCGAGTCCAGCCCCCTGGAGAAGGGGTCGGGGGTGGTGGTAAAGTA 

GCACAACTACTATTTTTTTTCTTTTTCCATTATTATTGTT^ 

GCTGCCCAGGCTGGAGTGCAGTGGCACGATCTGCAAACTCCGCCTCCTGGGTTGA^ 

CITCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGCACGCACCACCAC^ 

TTTGTACTTTTAGTAGAGATGGGGTTTGACCATGTTGGCGAGGCTGGTCTTO 

OTGAAATGAGCCTCCTGCTTC^GTCTCCCAAATTGCCGG 

TCT^CCCTATTTCCTTTAAAAAGTGAAATTAAGAGTTGTC 

ATGGAGGAGAAAAAGAAAAGGAAGAAAAAAATGTCACCCATAGTCTCACCAGAGACTATCAT 

TATTTCGTTTTGTTGTACTTCCTTCCACTCT^ 

TTTACAGAGCAATTATCTTGTATATACAACTTTGTATCCTC 

ATC^CTTTATTCCAGCACTTCTCroTGTTTTACAGACCTTTTTATA 
GCTGCATAAAAAAAAAAAAAA 



FIGURE 79 

</usr/seqdb2/sst/DNA/Dnaseqs,min/ss,DNA44196 

<subunit 1 of l # 332 aa, 1 stop 

<MW: 36143, pi: 5.B9, NX(S/T) : 1 

MRLLVLLWGCLLLPGYEALEGPEEISGFEGDW 

GTIYAEEEGK2ETMKGRVSIRDSRQELSLIVTLWNL^ 

FPGPCCPPSPSPTFQPLATTRLQPKZUCAQQTQPPGLTSPGLYPAA 

TSQYGHERTSQYTGTSPHPATSPPAGSSRPPMQII>STSAEDTSPJU^SSGSSKPRVSIPMVRI 

LAPVLVLLSLLSAAGLIAFCSHLLLWRKEAQQATETQRNEK^ 

VISMPPLHTSEEELGFSKFVSA 

Important features: 
Signal peptide: 
amino acids 1-17 

Transmembrane domain: 
amino acids 248-269 

N-glycosylation site, 
amino acids 96-99 

Fibrinogen beta and gamma chains C- terminal domain. 

amino acids 104-113 



Ig like V-type domain: 
amino acids 13-128 



FIGURE 80 



TTGTGACTAAAAGCTGGCCTAGCAGGCCAGGGAGTGCAGCTGCAGGCGTGGGGGTGGCAGGA 

GCCGCAGAGCCAGAGCAGACAGCCGAGAAACAGGTGGACAGTGTGAAAGAACCAGTGGTCTC 

GCTCTGTTGCCCAGGCTAGAGTGTACTGGCGTGAT(^TAG^ 

GGACTTGAGAAATCCTCCTGCCTTAGCCTCCTGCATATCTGGGA 

GCCCTGTTTCTTCTCCTTCTGTGAGTGGACCACGGAGGC^ 

AGCTCAGCTCTGAGCCAGAGTGGTGGTGGCTCCACCTCT 

CAGGGCTCTCAGAAGGCGGTGGTGCCCAGCTGGGAT CftTGT TC^ 

TCAGCTGCCTGCTACCCTCCAGTGAGGCC^GCTCTACGGTCGTTGTGAACTGGCCAGAGTG 
CTAC^TGACTTCGGGCTGGACGGATACCGGGGATAC&GC 
q TTATTTCACAAGCGGTTTCAACGCAGCTG^ 

* ACGGGATCTTCCAGATCAACAGCCGGAGGTGGTGCAGCAACCTCACCCCGAA 

sj GTGTGCCGGATGTACTGCTCAGATTTGTTGAATCCTAATCIXI^GGATACCGTTATCTGTGC 

W CATGAAGATAACCCAAGAGCCTCAGGGTCTG 

@ AGGGAAAAGACCTCACTGAATGGGTGGATGGCTGTGACTTC^^ 

^ n CAGCAGGCTGGGAAATGTGGTTTGGTTCCTGACCTAGGCTTGGG 

£ 

U AAGGATGGTTGAACGTGAAA 

in 
P 



FIGURE 81 



< /us r / s egdb2 / ss t /DNA/Dnas eqs • min/ s s . DNA5 2187 

<subunit 1 of 1, 146 aa, 1 stop 

<MW: 16430, pi: 5.05, NX(S/T) : 1 

MLLALVCLLSCLLPSSEAKLYGRC 

YEAIX?STIWGIFQINSRRWCSNLTPNVF^^ 

WEAWRHHCQGKDLTEWVDGCDF 

Important features: 
Signal peptide: 
amino acids 1-18 

N-myrietoylation site* 
amino acids 67-72 

Homolgous region to Alpha- lac talbumin / lysozyme C proteins. 

amino acids 34-58 (catalytic domain), 111-132 and 66-107 



FIGURE 82 



AGCCGCTGCCCCGGGCCGGGCGCCCGCGGCGGCACCATCAGTCCCCGCTCGTGCCTGCGTTC 

GCTGCGCCTCCTCGT<m , CGCCGTCTTCT 

AGCTGTCGTCGGTGGGGAGCATCTCAGAGGAGGA 

CAGAGGCAGGTGCAGATGTGCAAGCGGAACCTGGAAGTCATGGACTC^ 

CCAGCTGGCCATTGAGGAGTGCCAGTACCAGT^ 

TCGACTCCTTGCCCGTOT 

TACGCCATCTCTTCGGCAGGTGTGGCCTTO 

GGAGAAGTGCGGCTGTGACAGGACAGTGCATGGGGTCAG 

GATGCTCTGAC&ACATCGCCTACGG 

AGAAGCAAGGGGGCCTCGTCCAGCAGAGCCCTCAT^ 

GAAGGCCATCCTGACACACATGCGGGTGGAATGCAAGTGCC^ 

AGGTAAAGACGTGCTGGCGAGCCGTGCCGCCCTT^ 

AAGTTTGATGGTGCCACTGAGGTGGAGCCACXSCCGCGTGGGCT 

ACGCAACGCACAGTTCAAGCCGCACAC^ 

ACTTCTGTGAGCAGGACATGCGCAGCGGCGTGCTGGGCACGA<^^ 

ACGTCCAAGGCCATCGACGGCTGTG 

GGTGGAGCTGGCTGAACGCTGCAGCTGCAAATTCCAC^^ 

AGTGCCAGOSGCTCGTGGAGTTGCACAC^^ 

AACCACCTAGTGGCCCAGGGAAGGCCGATAATTTAAACAGTCT 

GATACTGGTTGTATTTTTTGTTCTGGTTTGGTTTTTGGGTCCT 

ACCAGGCAGGC^CCCCAAGGGraCC^C 

GCCACTGACCAAAGGGACCTTGCTCGTGCCGCTGGCTGCC 

CTCAGTTGTTATCTGTGTCCGTTTTT^ 

TACCACCACATGGCTACTGACCGTGTCAT 

GGTACCGACTTGATGGAAGTCACACCCTCTGGAAAAAAG^ 

TACACATGGACTCCTGGCAGCTTGAGCCTAGAAGCCATGTCTCT 

GAACAAGCAGATACCAGGTCAAGGGCACCAGGTT 

GGTTCmTATCTGTGGGTCC^ 

GTCCCACCCTAGAACCCAGCCTGCCCCAGCCTC 

CCAGACCCACCTAGGCAGGCATATAGGCTGCCATCCTGGACCAGGGA 

TGCAGTCATGCCCGAGTCACCTTTCACAGCGCTO 

ACACACACACACACACACAC^CAC^^ 

GAGAGGGAGGAAAGGGCTGTGCCTTTGCAGTCATGCC^ 



FIGURE 83 



</usr/ seqdb2/sst/DNA/Dnaseqs .min/ss .DNA48328 
<subunit 1 of 1, 351 aa, 1 stop 
<MW: 39052, pi: 8.97, NX(S/T) : 2 

MSPRSCI^SLRLLVFAWSiW^NWLYIJUa^SVGSISEBETCEKLKGLIQRQVQMCKRl^ 
VMDSVRRGAQLAI EECQYQPRHRRWNCSTLDSLPVPGKWTQGTREAAFVYAI SSAGVAFAV 
TRACSSGELEKCGCDRTVHGVSPQGPQWS6CSDNIAYGVAPSQSFVDVRERSKGASSSRALM 
NLHNNEAGRKA I LTHMRVE CKCHGVSGS CE VKTCWRAVPPFRQVGHALKEKFDGATEVE PRR 

VGSSRALVPRNAQFKPHTDEDLVYLEPSPDFCEQDMRSGVLGTRGRTCINKTSKAIDGCELLC 
CGRGFHTAQVELAERCSCKFHWCCFVKCRQCQRLVELHTCR 

Important features* 
Signal peptide: 

amino acids 1-22 

N-glyeosylation sites. 

amino acids 88-91 and 297-300 

Wttt-1 family signature, 
amino acids 206-215 

Homologous region to Wnt-1 family proteins 

amino acids 183-235, 305-350, 97-138, 53-92 and 150 -174 



FIGURE 84 



CGGkCGCGTGGGCGGACGC 
CGCC&JgGACACCACCAOT 

CCTGGGGACGCTGGGTGCACTX3GAGCAGGAGACCCCTCT 

ACCACAGTCCTTTGGGCTGTGATTCTGAGTATC 

GGCGCTGCTTGACGGCCACGACCTGCTGAGGACAAACGCCT 

GTGrCCCTGAAGGAGGAGGTCGGAGACTGCCACAGCTG^ 

CAGACCACGCGCGCGGAGCTTGGGGAGGCGCAGGCGAAGCTG^ 

GCGGGAACTGCGTGAGOTCGTGACCCAGG 

TCCGCACTGAGCTGTTCCGGGCGCTGGAGGCCGT 

TGCCCCACGTCGTGGCTGTCCTTCGAGGGCTCCTGCTACTTTTO 

GTGGGCGGCGGCGCAGGATCACTGCGCAGATG^ 

TGGATGAGCAGGGCTTCCTCACTCGGAACAC^^ 

GCTGTGCGCCATCTGGGCAAGGTTCAGG^ 

CAGCCACTGGAACCAGGGAGAGCCCAATGACGCTTGGGGGCGCGA 

TGCACACGGGGCTGTGGAACGACGCACCGTGTGACAGCX^ 

AAAAGGCACAACTGCT^CCCCGCCCAGTGCCCT^ 

CATCCACCGCTGCTGAGTCTCAGAAACACTTGGCCCAACATA 

TGGGCTCTGGGACCTCCATGCCBACCTCATCCTAACTCCACT 

TCCACTAGCTCCAAAATCCC^CT 

CCAAGGTTAGGTG&CTGAGGACTGGAGCTC 

AGCTGTTTTTGCAGCCTGAGGAAGCAT 



FIGURE 85 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA56352 

<subunit 1 of 1, 293 aa, 1 stop 

<MW: 32562, pi: 6.53, NX(S/T) : 2 

MDTTRYSKWGGSSBEVPGGPWGRWVHWSRRPLF^ 

LIiDGHDLLRTNASKQTAALGALKEEVGDCfi 

ELRERVTQGLAEAGRGREDVRTELFR^ 

AAAQDHCADASAHLVIVGGLDEQGFLT 

HWNQGEPNDAWGRENCVMMLHTGLW^ 

Important features: 

Type II transmembrane domain: 

amino acids 31-54 

N-glycosylation sites. 

amino acids 73-76 and 159-162 

Leucine zipper pattern, 
amino acids 102-123 

N-myristoylation sites. 

amino acids 18-23, 133-138 and 242-247 

C-type lectin domain signature* 

amino acids 264-287 



FIGURE 86 



g<xaggggaagagggtgatccgacccggggaa^ 

gcagccco:gccgcccccgc^ccccttctcctcctttctcccacqtcctatctgcctctcg 
ctggaggccaggccgtgcagc^tcgaagacaggaggaacrggagcctcattggccggcccgg 
ggcgccggcotcgggcttaaataggagctccgggctctggctgggacccgacxx3ctgccggc 
cgcgctcccgctgctcctgccgggtga^ogaaaaccccagcccggccgccgccctgggcaag 
gccctctgcgctctcctcctggccactcrcx^cgccgccggccagcct 

GATCTGTTCCGCCAGAGCCCCGGCCAAATACAGCATC^ 
CGGCCTTCCCCAAlGCAGTACCCX:^^ 

GCCGCGCATAGCTCCGACTACAGCATGTGGAGGAAGAACCAGTACGTCAGTAACGGGCTGCG 

OSACTTTGCGGAGCGCGGCGAGGCCTCGGCGC^^ 

CGCTGCAGAGCGTGCACGAGGTGTTTTCGGCGCCCGCC^^ 

TCGGCGGAGCTGGAGGTGCAGCGCAGGCACTCGCTGGTCTCGTTTGTGGTGCGCATCGTGCC 
CAGCCCCGACTGGTTCGTGGGCGTGGAGkGCCTG^ 

AACAGGCGGCGCTGGACCTGTACCCCTACGAC^CCGGGACGGACAGCGGCrTCACCOTCTCC 

TCCCCCAACTTCGCGACGATCCCGGAGGAC&CGGTGAC 

CCACCCGGCCAACTCCTTCTACTACrc^ 

CACTGCTGCGGCTGCGACAGAGCCCCAGGGCCTTCATCCCTCCCGCCCC^ 

AGGGAC^TGAGATTGTAGA(^G03CCT(^GTTCCAGAAACGCCGCTGGAOTGCGAGGTCTC 

CCTXSTGGTCGTCCTGGGGACreTG^ 

CTCGCTACGTCCGGGTCCAGCCCX^CAACAACGGGAGCCCCTGCCCCGAGCTCGAAGAAGAG 

GCTGAGTGCGTCCCTGATAACTGCGTCTAAGACCAGAGCCCQ3CRGCCCCTGGGGCCCCCCG 

GAGCCATGGGGTGTCGGGGGCTCCTGTGCAGGCTCATGCTGCAGGCGGCCGAGGGCACAGGG 

GGTTTCGCGCTGCTCCTGACOSCGGTGAGGCCGC^ 

CTGGTGGCCGGC&CGGGCATTGGGAAACAGCCTCCT 

CCCCCGTGTCCCGTCTGCTCTCAGCCTCCTCCTCCTGCAGGATAAAGTCATCCC<^GGCTC 

CAGCTACTCTAAATTATGTCTCXrTTATAAGTTATTGCTGCTCCAGGAGATTGTCC^ 

TCCAGGGGCCTGGCTCCCACGTGGTTGCAGATACCTCAGACCTGGTGOTCTAGGCTGTGCTG 

AGCCCACTCTCCCGAGGGCGCATCCAAGCGGGGGCC^CTTGAGAAGTGAATAAATGGGGCGG 

TTTCGGAAGCGTCAGTGTTTCCATGTTATGGATCrCTCTGCGTTTGAATAAAGACTATCT 

GTTGCTCAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 84 



CGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGCG6ACGCGTG6GCTGGGTGCCTGCAT 
CGCCftSgGACAC^^ 

CCTGGGGACGCTGGGTGCACTGGAGCAGGAGAC^ 

ACCACAGTCCTTTGGGCTGTGATTCTGAGTATC 

GGCGCTGCTTGACGGCCACGACCTGCTGAGGACAAACGCCTCG^ 

GTCTCCCTGAAGGAGGAGGTCGGAGACTGCCACAGCTGCTGCT 

CAGACCACGCGCGCGGAGCTTGGGGAGGCGC^^ 

GCGGGAACTGCGTGAGCGCGTGACCCAGGGCT^ 

TCCGCACTGAGCTGTTCCGGGCGCTGGAGGCCGTGAGGCTCCAGAACAACT 

TGCCCCACGTCGTGGCTGTCCTTCGAGGGCT^ 

GTGGGCGGCGGCGCAGGATCACTGCGCAGATGCCAGCGCGCACCTG 

TGGATGAGCAGGGC^CCTCACTCGGAAC^^ 

GCTGTGCGCCATCTGGGCAAGGTTCAGGGCTACC^G 

CAGCCACTGGAACCAGGGAGAGCCCAATG 

TGCACACGGGGCTGTGGAACGACGCACCGTGTGACAGCGAGA^ 

AAAAGGCACAACTGCT^CCCCGCCCAGT^ 

TCCTGGGGGCTGCTCACCTCCCTGGCTCCTGGAGCTGATTC 

CATCCACCGCTGCTGAGTCTCAGAAACACT^ 

TGGGCTCTGGGACCTCC^TGCCGACCTCATCCTAACTCCACT 

TCCACTAGCTCCAAAATCCCTGCTCCTGCGTCCCCGTGA 

CCAAGGTTAGGTGACTGAGGACTGGAGCTGTTT^ 

AGCTGTTTTTGCAGCCTGAGGAAGCATCAATAAAT^ 



FIGURE 85 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss • DNA56352 

<subunit 1 of 1, 293 aa, 1 stop 

<MW: 32562, pi: 6.53, NX(S/T) : 2 

MDTTRYSKWGKSSSEEVPGGPWGRWV^ 

LLIX3HDLLRTNASKQTAAL6ALKEEVGI>CHSCCS6TQ 

ELRERVTQ6LAEAGRGREDVRTELFRALEAVRLQNNSCEPCM 

AAAQDHCADASAHLVIVGGLDEQGFLT^ 

HWNQGEP1TOAWGRENCTMMLHTO 

Important features: 

Type II transmembrane domain: 

amino acids 31-54 

N-glycosylation sites. 

amino acids 73-76 and 159-162 

Leucine zipper pattern. 

amino acids 102-123 

N-myristoylation sites. 

amino acids 18-23, 133-138 and 242-247 

C-type lectin domain signature, 
amino acids 264-287 



FIGURE 86 



GCCAGGGGAAGAGGGTGATCOTACCCGGGGAAGGTCGC^^ 

GCAGCCCCCGCCGCCCCOX!AGCCC(^CTCCTCCTTTCTCC 

CTGGAGGCCAGGCCGTGCAGCATCGAAGACAGGAGGAACT^ 

GGCGCCGGCCTCGGGCTTAAATAGGAGCTCC 

CGCGCTCCCGCTGCTCCTGCCGGGTGA^ 

GCCCTCTGCGCTCTCCTCCTGGCCA^ 

GATCTGTTCCGCCAGAGCCCCGGCCAAATACAGCATCACCT 

CGGCCTTCCCCAAGCAGTACCCCCTGTTC^ 

GCCGCGCATAGCTCCGACTACAGCATGTGGAGGAA^^ 

CGACTTTGCGGAGCGCGGCGAGGCCTGGGCGCTGATGAA 

CGCTGCAGAGCGTGCACGAGGTGTTTTCGGCGCCCGCCGTCCCCAGCGGCAC 

TCGGCGGAGCTGGAGGTGCAGCGCAGGCACTCGCT 

CAGCCCCGACTGGTTCGTGGGCGTGGACAGCOTGGACCTGTC 

AACAGK*CGGCGCTGGACCTGTACCCCTACG^ 

TCCCCCAACTTC^CCACCATCCCGCAGGAC^^ 

CCACCCGGCCAACTCCTTCTACTACCCGCGGCTGAAGGCCCTGCCTCCCATCGCC^ 

CACTGCTGCGGCTGCGACAGAGCCCCAGGGCCT^ 

AGGGACAATGAGATTGTAGACAGCGCCTCAGTTC 

CCTGTGGTCGTCCTGGGGACTGTGCGGAGGCCACT^ 

CTCGCTACGTCCGGGTCCAGCCCGCC^ 

GCTGAGTGCGTCCCTGATAACTGCGTCra 

GAGCCATGGGGTCTCGGGGGCTCCTGTGCAGGCTCATGCTGC^ 

GGTTTCGCGCTGCTCCTGACCGCGGTGAGGCCGCGCCGACCATCTCTGCAC 

CTGGTGGCCGGCACGGGCATTGGGAAACAGC^^ 

CCCCCGTGTCCCGTCTGCTCT^ 

CAGCTACTCTAAATTATGTCTCCT 

TCCAGGGGCCTGGCTCCCACGTGGTTGCAGATACOTCAGACCT 
AGCCCACTCTCCCGAGGGCGCATCCAAGCGGG 
TTTCGGAAGCGTCAGTGTTTCCATGTTATGGATCTCTCTGCGTTO 
GTTGCTCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAZU^AAAAAAAAA 



FIGURE 87 

></usr/seqdb2/sst/DNA/Bnaseqs .min/ss .DNA53971 
xsubunit l of l, 331 aa, 1 stop 
><MW: 35844, pi: 5.45, NX(S/T): 2 

MENPSPAAALGKALCALLLATLGAAGQPLGGES ICSARAPAKYSITFTGKWSQTAFPKQYPL 
FRPPAQWS SLLGAAHS SDYSMWRKNQYVSNGLRDFAERGEAWALMKE I EAAGEALQS VHEVF 
SAPAVPSGTGOTSAELWQRraSLVSPVWIVPSPDWFVGVDSLDLCDGDRWREQAALDLYP 
YDAGTDSGFTFSSPNFATIPQDTVTEITSSSPSHPi^SFYYPRIiKALPPIARVTLLRLRQSP 
RAFIPPAPVLPSRDNEIVDSASVPETPLDCEVSLWSSWGLCGGHCGRLGTKSRTRYVRVQPA 
NNGSPCPELEEEAECVPDNCV 

Important features: 
Signal peptide: 

amino acids 1-26 



FIGURE 88 



GGCGGCGTCCGTG&GGGGCTCCT^^ 

TATTGACAAACTGAAGCTTTCCTGCACCACTGGACTTA^ 

CAGCTTTAGTGGCCGGCCGGCCGCTCTCAT^ 

CAAGAT^GCAACATCTACATCCAGGAGCCTCCCACG 

CAGOTGGAGATATTGACATAGAGTTGTGGTCCAAAGAAG 

ATCC^CTTTGTTTGGAAGCTTATTATGAC^ 

CATAGTCCAAGGCGGAGATCCTACTGGCACAGGGAGTGGTGGAGAGTCTATCTATGGAGCGC 

CATTCAAAGATGAATTTCATTCACGGTT^ 

AATGCTGGTTCTCATGATAATGGCAGCCAGTTTOT 

TAACAATAAGCATACCATCTTO^ 

TGTCAGAAGTAGACATTGATGATGACGAAAGACCAC^ 

GAGGTTTTGTTTAATCCTTTTGATGACATCATTCCAAG 

GAAACCAGAGGAGGAAGTAAAG&AATTGAAAC^ 

CATTTGGAGAGGAAX3CTGAGGAAGAAGAGGAGGAAGTAAATC 

GGCAAAAGCAAAAGTAGTCATGACTTGCTTAAGGATGATCCAG^ 

TGTAGAAAGTG AAAAAGGTGATGCAC CAGATTTAGTTGATGATGGAGAAGATGAAAGTGCAG 

AGCATGATGAATATATTGATGGTGATGAAAAGAAC^ 

TTAAAAAAGGACACAAGTGCGAATGTTAAATCAGCT 

AGTCAGCCGCAGTGAAGAGCTCAGAAAAGAAGCAAGAC^^ 

CAAAACAAAAAAAAGTAGAAAATGCAGCAAAAC^ 

GCCCCTCCAGATGGTGCTGTTGCCGAATAC^^ 

GAAGCAACAGTCAAAGAAGGGAACTTCCCGGGAAGATCA 

TTAAATCTAAACTCACTCAAGCAATTGCTGAAA 

GTAGAAGATGATGAAGGATGGATGTCACATGTACTC 

GAAAGATGCAAGCATGCAAGACTCAGATACAT^ 

ATAAAAGA&GGAGGGAAGAAAGC^AAAAGCTGATGA 

GAGAATAATGATAACCAGAACTTGCTGGAAATGTGCCTACAATGGCCTTGT 
TTCCCAACAGCATCACra 

AAAAACAATTATCTTGTTTTGCAAATTGTGGAATGATC 

TACATGTGTTTTTTCCTAGCTGACCrTTTA 

TCCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 89 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA50919 
xsubunit 1 of 1, 472 aa, 1 stop 
><MW: 53847, pi: 5.75, NX(S/T) : 2 
MSNIYIQEPPTNGKVLLKTTAGDIDIELW 

VQG6DPTGTGSGGES I YGAPFKDEFHSRLRFNI^GLVaMANAGSHDNGSQPPPTLGIlME^ 
NKHT I FGKVTGDTVYNMLRLSEVDIDDDERPHNPHKI KS CEVLFNPFDD I IPREIKRLKKEK 
PEEEVKKLKPKGTKNFSLIiSFGEEAEEEEEEVOTlVSQSM 
ESEKGDAPDLVDIXSEDESAEHDEYIDGDEKNLMRERIAKKLKK^ 
SRSEELRKEARQLIOIELLAAKQKKVENAAKQAEKRS 

QQSKKGTSREDQTIALLNQFICSKLTQAIAETPENDI PETEVEDDEGWMSHVLQFEDKSRKVK 
DASMQDSDTFEIYDPI^PWKRRREESKKLMREK^ 

Important features: 
Signal peptide: 
amino acids 1-21 

N-glycosylation sites . 

amino acids 109-112 and 201-204 

Cyclophilin-type peptidyl -prolyl cis- trans isomerase signature. 

amino acids 49-66 

Homologous region to Cyclophilin-type peptidyl -prolyl cis-trans 
isomerase 

amino acids 96-140, 49-89 and 22-51 



FIGURE 90 



C(XXX3CCGTTGGGGCTGGAAGTTC 

CCCGCCTCGGCTTTGAGGCGAGAGAAGTC 

AGCCCTGGCCAGACATCTCCACAGGGTTCTCCTTCGGGTCCGG 

GTGGCCGCCGGCXXSGACCAGCACAGGCGGC^ 

CCCTTCTGTGGGGCTCAATTTTGGAAATC^^ 

CTCCTTCAAGTGGTTTTGGAACCGGGCTCTTTG 

GGAGGAACAAATACAGGTGCCTTGCACACCAAGAGGCCTCAA 

CCTGCAAGGAAAACAGATGCATGTGGGGAAGA<^ 

TCTCCAG&CCTCCT^ 

GGAATCAGAGATGCTACCACCTACCCGCCTGGATGGAGTCTCGCTCTC 

TGCAGTGGCACGATCTCGGCTCACTGCAACCTCCGCCTCCCGGGT^ 

CTCAGCCTCTGAGTGTCTGGGGCTACAGGTGCCTGCAGGAGTC 

ATGTACGTCAGCACGCGGGAACGGTACAAGTGGCTGCGCTTCA 

GAACGTGTACGCGCCGGCGCGCGCGCCCXK3GGA 

CGGGAGGCGCCTTCATCGTGGGCGCTGCTTCTTOT 

GAGAAAGTGGTGCTGGTGTTTCTGCAGCACAGGCTCGGCA 

CGACAGCCACGCGCGCGGGAACTGGGGGCTGCTGGACCAGATGG 

AGGAGAACATCGCAGCCTTCGGGGGAGACCCA^ 

GGGGCCATGAGCATCTCAGGACTGATGATGTCACCCCTA 

CATTTCCCAGAGTGGCACCGOJTTATTCAGACTTTTCATC^ 

CCAAGAAGGTTGCCCACCTGGCTGGATGCAACCA 

CTGAGGGCACTATCAGGGACCAAGGTGATGCGTGTGT 

GAACTTCCAGAGAGACCCGGAAGAGATTATCTGGTCCATGAGCCCTGTGG^^ 

TGATCCCAGATGACCCTTTGOTGCTC 

CTAGGTGTCAACAACCTGGAATTCAATTGGCTCT^ 

ACCACTTGTGGTGGAGGAGTACCTGGACAATGTC^ 

ACCGTATGATGGACATAGTTCAAGATGCC^ 

TACCACCGAGAAACCCCAATGATGGGAATCTGCC^ 

AAGTACCTGCAGCTGGATTTTACCACAAGA 

TTTTTGGATGAGTCTGTACCAGTCTCAAAGAC 

TATGCAGGAAGGAGCCAAAGAGGGGTTTGCCC^ 

TGGACATACCTGGGGACAAGAGTTCTACCC^ 

GCCTCCAGGCCAAAGCTAGAGCTTTTGCCTGTTGTO 

TGACATCCCATGATGCCCCTCTACTTCACTGTTGACATCCAGTT 

ACCACACTCTGCTCAGCTCTCCAGCCTC^ 

CCCACCCTTCAATGTCTCCTTGTGACTCCT^ 

CCCTGTCACTGCACCCAGCTTGGCA 

TCACATTCU3CCTGGAGGCCT 

TCFTCTCTCCCACCCAC^CTTATC 

TCTCTTCAATAAAGAAGTGTTGATTAGAAAAAAAAAAA 



FIGURE 91 

</usr/seqdb2/sst/DNR/Dnaseqs .min/ss .DNA44179 
oubunit 1 of 1, 545 aa, 1 stop 
<MW: 58934, pi: 9.45, NX(S/T) : 4 
MSTGFSFGSGTLGSTTVAAGGTSTGGVFSFGTGTSSNPSVGI^^ 
FGTGLPGSKPATGPTIiGGTNTGALHTKR^ 

LGI LRFAPPEPPBPWKGI RDATTYPPGWSLALS PGWSAVARSRLTATS ASRVQASLLPQPLS 

WGYRCLQESWGQLASMYVSTRERYKWLRFSEDCLYLNVYA^ 

IVGAASSYEGSDLAAREKVVLWL 

AFGGDPGNVTLFGQSAGAMSISGLMMSPLASGLFHRMSQSGTALFRLFITS^ 
HLAGCNHN STQ I LVNCLR^SGTKVMRVSNKMRFLQLNFQRDPE E 1 1 WSMSPWDGWI PDD 
PLVLLTQGKVSSVPYLLGVNNLEFNWL^ 

I VQDATFVYATLQTAHYHRETPMMGI CPAGHATTRMKSTCSWILPQEWA 

Important features: 
Signal peptide: 
amino acids 1-29 

Carboxylesterases type-B serine active site. 

amino acids 312-327 

Carboxylesterases type-B signature 2, 

amino acids 218-228 

N-glycosylation sites. 

amino acids 318-321, 380-383 and 465-468 



GAGAACAGGCCTGTCTCAGGC^ 
GCTGTCCTCGCTGCTGGGCGGGTCC^ 
AGTCAGTGATGGTGCCGGAGGGCCTGTGCATCT 
CAAGACTGGACAGGGTCTACCCCAGC^ 

CAAGGGTGCTCCTGTGGCCACAAACCACCAGAGTCGAGAGGTGGAAAT 
GATTCCAGCTCACTGGGGATCCCGCCAAO 

ATGCAGGATGAGTCACAGTACTTCTTTCGGGTGGAGAGAGGAAGCT 
CATGAACGATGGGTTCTTTCTAAAAGT;^ 

ACAACACCGACCTCACCTGCCATGTGGACTTCTCCAGAAAGGGTG 
GTCCGACTCCGTGTGGCCTATGCCCCCAGAGACCITGTTATCAGC^ 

GCCAGCCCTGGAGCCCCAGCCCCAGGGAAATGTCCC^TACCTGGAAGCCCAAAAAGGCCAGT 
TCCTGCGGOTCCTCTGTGCTGCTGACAGCCAGCCCCCTGCCAC^ 
AACAGAGTCCTCTCCTCGTCCCATCCCTGGGGCCCTAGACCCCTGGGGCTGGA 
GGTGAAGGCTGGGGATTCAGGGCGCTACACCT^ 

AGCGAGCCCTGGACCTCTCTGTGCAGTATCCTCCAGAGAACCTGAGAGTGAT 

GCAAACAGGACAGTCCTGGAAAACCTTGGGAACGGCACGTCT 

AAGCCTGTGCCTGGTCTGTGTCACACACAGCAGCCCCCCAGCCAGGCTG 

GGGGACAGGTTCTGAGCCCCTCCCAGCCCT 

CAAGTGGAGCACGAAGGAGAGTTCACCTGCCAC^ 

CTCTCTCAGCCJTCTCCGTGCACTATAAGAAGGGACTCATCTCAA 

CGTTTCTGGGAATCGGCATCACGGCTCTTCTTTTC 

ATTCTACCGAAGAGACGGACTCAGACAGAAACCCCGAGGCCCAGGTTCTCCC^ 

GATCCTGGATTACATCAATGTGGTCCCGACGGCTGGCCCCCTGGCT 

AAGCCACACCAAACAGTCCTCGGACCCCTCCTCC^^ 

AAGAACCAGMAAAGCAGTATCAGTTGCCCAGTCT 

CCCAGAATCCCAGGAGAGCCAAGAGGAGOTCCATTATGC 

GACCCAGGCCTGAGGCCCGGATGCCCAAGGGCACCCAGGCGGATTATGCA 

GA ATQAG GGTCTCTTAGGCTTTAGGACT 

GTTGAAGATAACAGAGTGCAAAGTTTCCITCT 

CTCTCTTTCTCTCTCTTTTAAAAAAACATCTGGCCAGGG 

CCAGCACTTTGGGAGGTTGAGGTGGGCAGA^ 

GCCAACTTGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCT 

CGCCTGTAATCCTACCTACTTGGGAAGCTGAGGCAGGAGAATC^CT^ 

AGGTTGCAGTGAGCCAAGATCACACCATO 

TCTC&AAAWIAAAATCCTCCAAATGGGTT^ 

AGGTGGGTGGATTGCTTGAGCCCAGGAGTTCGAG^ 

ATCTCTACAAAAAATACAT^AACATAGCTGGGCITGG 

CAGACATTTAAACCAGAGCAACTCCATCTGGAATAGGAGCTO 

TACTGGGCTGCATTCTCAGACAGTGGAGGCATTCTAACT 

TACAAGATACAGGTCATAAAGACTTTGCTGATJ^^ 

ATCCCA.CCAAAACCAAGTTGGCCACGAGAGTGACCTCTGGTCGTCCT 

GACAGCACCATGACAGTTTACAAATGCCATGG 

AAAGGGGGAGGAATGAATAATCCACCCCTTGTTTAGCAAATAAGGAA 

GTGGGCAACCAGC^GCTCTAGGCGCTGCT 

TACTTTCTTAATAAACTTGCTTTCACCTTAAAAAAA 



FIGURE 93 

></usr/seqdb2/sst/DNA/Dnaseqs •rain/ss .DNA54002 

xsubunit 1 of 1, 544 aa, 1 stop 

><MW: 60268, pi: 9*53, NX(S/T) : 3 

MjLPLLLSSLLGGSQAMD^ 

AVTETTKGAFVATNHQSREVEMSTRG 

YVTYNFMNDGFFLKVTVLSFTPRPQDHNTO 

ISRDOTPALEPQPQG3^YLEAQKGQFI*RI^ 

GLELPGVKAGDSGRYTCRAENRLGSQQRAW 

PVLEGQSLCLVC^miSSPPARI^WTQRGQVLSPSQPSDPGVLE^ 

WSSQHVSLSLSVHYKKGLISTAFSNGAPLGIGITMjLPLCLALI imki lpkrrtqtetprpr 

FSRHSTILDYINVVPTAGPLAQKRNQKATPN^ 

KSSTQAPESQESQEELHYATLOTPGVRPRPEARMPKGTQ^ 

Important features: 
Signal peptide: 
amino acids 1-15 

Transmembrane domain: 

amino acids 399-418 

N-glycosylation site. 

amino acids 100-103, 297-300 and 306-309 

Imnmnoglobulins and major histocompatibility complex proteins 

signature. 

amino acids 365-371 



FIGURE 94 



TGAAGAGTAATAGTTGGAATCAAAAGAGTC^^ 

TAT6TTGGGAATTCCTCTCCTATGGCCTTGTCTT6GAGCAACA 

AAGTCAAGCAGCCAGTGCGATCTCATTTGAGA 

TTTGTACCAGAGGAAATGAATACGACT^ 

CAATGGAAACAATTCTTTCCAGTACAAGCTTTTGGGA 

TTGATGAAAGAACAGGTGACATATATGC CATACAGAAGCTTGATAGAGAGGAGCX5ATCCCTC 

TACATCTTAAGAGCCCAGGTAATAGACATC^ 

GTTTGTCATCAAAGTTTCGGATATCAATGACAATGA^ 

AGGCCATTGTACCAGAGATGTCTCCAGAAGGAACATTAGTTATCCAGCT 

GCTGACGATCCCTCAAGTGGTAATAATGCTC 

ATATTTTTCTGTTGAACCMCAACAGGAGTCATMGAATATCTT 

TGCAAGATGAGTATTGGGT/UVTC^TC 

TCTGGAAGkACAAGTGTATTAATT 

AGAAAGTTTATACCGCTTGACTGTCTCTGAATCTGCACCCACTGGGACTTCT 

TCATGX5CATATGATAATGACATAGGA 

GATTC&CAAACATTTGACATTATTACTAATC^ 

AAAGAAAGTGGATTTTGAGCACCAGAACCACTACGGTATTAGA 

ATGTTCCTGAGCAGCTCATGAAGTACCACACTGAGGCTTCCAC 

GTGGAAGATGTTGATGAGCCTCCTCT^ 

AGAAACCCCACAGGGATCATTTGTAGGCGTGGTGTC^ 

CTCCTATCAGGTATTCTATTAC^^ 

ACTACAAGTAACTCACTGGATCGTGAAATC^ 

AGAAAAATACAATATAGAACAGATCTCTTCGATCCCACTGTATGTGCAAGT^ 
ATGATCATGCTCCTGAGTTCTCTCAATACTATGAGACTTATGT^ 
GGTCAGGTAATTCAGACTATCAGTGCAGTGGATAGAGATGAATCCATAGAAGAGCACC^ 
TTACTTTAATCTATCTGTAGAAGA^ 

ATAACACAGCTGTCATTTTGACTAATAGAACTGGTTTTAACCTTC^ 

TACATCTCCATCTTAATTGCCGACA 

CATCCATGTCTGTGACTGTGGl^ 

TGCTTTCCATGGGATTCAAGACAGAAGTTAT 

TTTGGGTTTATTTTTTTGACTTTGGGTTTAAAAC^ 

GAAAAGTGAAGATTTCAGAGAGAATATATTCCAAT^^ 

ATACAGAGGCCTTTGATATAGCAGAGCTGAG 

CGGAAAACCACAAGCGCTGAGATCAGGAGCCTATACAGGC^ 

CAGTGCCATATTCAGGAAATTCATTCTC 

CCCCTCCTTTTGATTCCCTCCAGACCTACGCTTTTGAGGGAA 

CTGAGCTCCTTAGAATCAGCAGTCTOTGATCAGGATGAAA 

GGGACCTCGCTTTAAAAGATTAGCATGCATGTTTGGTTCT 

GCTTTTTACCATCAAAATTTTTAAAAGTGCT^ 

AGAGTTTTGTGCCCTGGCTCTATGGCGGGGAAAGCCCTAG^ 

CTGGAGTAAATACTCCATGGTTATTTTAA 

GGGAGAAATGTAAACAATCAGCTCACAGGCATCAATACAACCA 

TAGGAAGATATTAAAAGTAGATGAGAGGACACAAGA 

CATTATTTACTTAGGAAAGAGTAAAAATACC^^ 

CAAGTCAAATAGAAATGTACAAATCGAGATAACATTTACATTTCT 

ATTGAAAATGTATAGTCAGAGAAATTTTCATGAATTATTCCA 

TTAAA 



FIGURE 95 

></usr/seqdb2/sst/DNA/Dnaseqs .rain/ss .DNA53906 
xsubunit 1 of 1, 772 aa, 1 stop 
><MW: 87002, pi: 4.64, NX{S/T) : 8 
MNCYLLLRFMLGIPLLWPCLG^ 
IGQLRSD3^NGIWSFQYKLLG&GA^^ 

GRAVEPESEFVIKVSDINDNEPKFLDEPYEAIVPEMSPEGTLVIQTO^ 
LYSLLQGQPYFSVEPTTGVIRISSKMDRBLQD^ 

VKDNKPIFKESLYRLWSESAPTGTSIGTIMAYDNDIGENAEMDYSIEEDDSQTro 
TQEGIVILKKKVDPEHQNHYGIRAKVKNHHVPEQLMKYOT 

P YYVFEVFEETPQGSFVGW SATDPDNRKSPIRYS ITRS KVFNINDNGT ITTSNS LDRE I S A 
WYNI^ITATEKYNIEQISSIPLYVQVLN^ 

DES IEEHHFYFNLSVEDTNNSSFTI IDNQDNTAVILTNRTGFNLQEEPVFYIS ILI ADNGI P 

SLTSTNTLTIHVCDCGDSGSTQTCQYQELVLSMGFKTEVIIAILICIMIIFGPIPLTI^ 

RRKQILFPEKSEDFRENIFQYDDEGGGEEDTEAFDIAELRSSTIMRERKTRCT 

RQSI^VGPDSAIFRKFILEKIiEEANTOPCAPPFDSLQTYAFEGTGSLAGSLSSLESA 

ESYDYLNELGPRFKRLACMFGSAVQSNN 

Important features: 
Signal peptide: 

amino acids 1-21 

Transmembrane domain: 

amino. acids 597-617 

N-glycosylation sites ♦ 

amino acids 57-60, 74-77, 419-423, 437-440, 508-511, 515-518, 
516-519 and 534-537 

Cadherins extracellular repeated domain signature, 
amino acids 136-146 and 244-254 



FIGURE 96 



ATTTCAAGGCCAGCCATATTTTTN^ 
AAATGGATAGAGAACTGCAAGATGAGTATTGGGT^ 
CAGCCAGGAGCGTTGTNTGGAACAACAAGTGTATTAATTAAA 
TAAGCCTATATTTAAAGAAAGTTTATAC^ 

NTTNTATAGGAACAATCATGGCATATGATAATGACATAGGAGAGAAT 
AGCATTGAAGAGGaTGATTCGCAAACATTT^ 



FIGURE 97 



GCAACCTCAGXHTOTAGTATCC 

CCAGAGCTTCTCCAGCGGCGGCGCAGCGAGGAGGGCTC 

CCCAGCCACCTTCGGGAGTCCGGGTT^ 

CCCCTGAGCCAGCGCGGGCCCCCXSAGCGAGTC^ 

TTCATTCTCGCCTTCCTGGGATGGATCGGCGCCATC 

GATTTACTCCTATGCCGGCGACAACATCGTGACCGC^ 

TGTCCTGCGTGTCGCAGAGCACCGGGCA 

CTGAGCAGCACATTGCAAGCAACCCGTGCCTTG 

AGCAATCTTTGTGGCCACCGTTG^ 

AGAAGATGAGGATGGCTGTCATTGGGGGTGCGATATTTCTTCTTGC^ 

GTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAAT^ 

CAATGCC&GGTACGAATTTGGTCAGGCT^ 

TTCTGGGAGGTGCCCTACTTTGCTGTTCCTGTCCCCGAAAAACAA 

AGGCCCTATCOVAAACCTGCACCTTCCAGCGGGAAAGACTACGTGra 

GAGAAAATCATGTTGAAACAAACOSAAAATGGAC^ 

CTTAGAATTTTGGGTATTGTAATCT^ 

ACCCATGTGTTAAAATACTCAGTGCTAAA 

ATATAGGAGGGAAGATTTTTCCATTTGTATTACTGCI^^ 

GGGGGAAGGGGTGCTCCTTAAATATATAT^ 

ATAGACAGTAAAATACTATTCTCATTATGTTGAT^ 

AGGTAAATGTATTTAATTCCATATTGATGAAGATGTTTATTGGTA 

TTATATACATATGTAACAGTCAAATATCATTTACTCTTCTTC^ 

CCACAAGACCTAGCCTAATTTACCAAGGATGAATTCTTTCAATTC 

CATATACTTATTTTATTTTTTACCATAATCTTAT^ 

TTGTTTTGTGTTTCATTGGTCTCTATCTCCT 

GTTTCTAAAGCCAAGAAGAATTTATTACAAATC^ 

ACCAAAGTGATAAATTCCTGTTGACCTTCCCACACAA 

CTTGTTTGCTTTCAAAATATTTGTCCAA 

AACACAACTTTATTGATTGAATTTTTAAGCT 

ACCTTTTTGTTCCCCATTCCTTAATTGTATTC 

TATCTTCCTAATAAGGTGTGGTCTC 

ATCTGGTGACAAATATTCTCTCTGTAGCTGT^ 

TTCTATCTGCCAAATTGAGATAATGATACTTAACCAGTTAGAAGAGG 

TTAGTTTATATTACTCTTATTCTTT 

CAGCTGGCTGAGACACTGAAGAAGTGACTGAACAAAACCTAC^ 

CACTGCCrTCCTCTCTCTACCAGTCTATTTCC^ 

GTGGTTCAGTGCCTTCCTCTCTCTACCAGTCTATTTCC^ 

CTTCATGTGGCTCAGTGCCTTCCTCT^ 

GACATGTTTGTGCTCTGTTCCATTTTA^ 

CTATTTCACTTGAGCAAGATGATGTAATGGAAAGGG 

GATTTGAGTCTTGGTGCTATCAAT^ 

GCTTATTGCTTCATCTGTAAGCGGTGGTTTGTAATTCCTGA^ 
TTGTGGGGATCCAGTGAGATAGAATACATGTAAGTGTGGTTTTGTAAT^ 
ACTAAGGGAAAGAATTGAGGAATTAACIXXATAC^ 
AAATAAAAAAAATGTTAAG 



FIGURE 98 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss •DNA52185 

xsubunit 1 of l f 211 aa, 1 stop 

><MW: 22744, pi: 8.51, NX(S/T) : 1 

MANAGLQLLGFILAFLGWIGAIVSTAL^ 

QCKVFDSLLNLSSTLQATRALMWGILLGVIAI 

IFLLAGLAILVATAWYGNRIVQEFYDPMTPWARYEFGQALFTGWAA 

PRKTTS YPTPRP YPKPAPS SGKDYV 

Important features: 
Signal peptide: 
amino acids 1-21 

Transmembrane domains: 

amino acids 82-102 , 118-142 and 161-187 

N-glycosylation site. 

amino acids 72 -7S 

PMP-22 / BMP / MP20 family proteins 
amino acids 70-111 

ABC-2 type transport system integral membrane protein 

amino acids 119-133 



FIGURE 99 



TTCTGGCCAAACCCGGGGCTNC 

GCCATCNTCACACTGCCCITCCCCAGTGGAGGATTTTACT 

TGACCGCCCAGCCCATGTAOSAGGGGCTGTGGATGTCCINGCG 

ATCCAGTGCAAAGTCTTTG&CTCOT 

CTTGATGGTGGTTGGCATCCTCCTGGGAGTGATAGCAATC^ 
AGTGTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATO 
^ GCGATATTTCTTCTTGCAGGTCTGGCTAT^ 

CNTTCAACANTTCTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCA 

GGCTCTCTTCACTGX3CTGGGCTGCTGCTTCTCT 

GTTCCTGTCCC 



FIGURE 100 

ACCCTTGACCC^CXJCGGCCCCCCGACCGNTTCATGGCCAAAC^CGGGNCTCCAGCTGTTGG 
GCTTC^TTCTCCCCTTCCTGGGATGGACCGGCGCC^ 

GACKSATTTACTCCTATNCCGGCNAC^CATCGTGACCGCCX^GGC 
GGATGTCCTGCGTGTCGCAGAGCACCGGGCAGATCC^^ 

GAATCTGAGCAGCACATTGCAAGCAACCCGTG<Xn^ 
TGATAGC^TCTTNNTGGCC^CCGTTGTNNNTG^ 

GGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTA 
TTTTAGTTGCC^CAGCATGGTATGGCAATAGAATCGTTC^ 



FIGURE 101 

GGGCCCGACCATTATCCAACCGGGNTCACTGTTGGCT 
CATCNTCAGACTCCCTGCCCCATGGAGATTTNNCCrATGCT 
AGCCATGTACGAGGGGCTTTGAACX3TCNGCGTGTCGCAX3AN 
AGTCTTTGACTCCTTGCTGAATCTGNGC 

TGGGATCCTCCTGGGAGTGATAGCAATCTTTGTGGCC^ 

GCTTGGAAG&CGATGAGK3TC 

CTTGCAGGTCTGGCTATTTfcnraGT^^ 

TCTATGACCCTATGACCC^GTCAA^ 

TGGGCTGCTGCTTCTCTCTGCCTTCTGGG^ 



FIGURE 102 



ATTCTCCCCTCCTCGATGGATCGCNCCACCGT 

TCCTATGCTGGCGACAACATCGTGACCCCCCaGGCCATTTACCGAGGGGCTTTGGATGTCNT 

G<^GTCGCAGAGCACCGGGCAGATCCCAGTGCAAAGTCTTTGACT 

CAGCACATTGCAAGCAACCCGTGCCTTGATGGGGTTG^ 

CTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGCCAGAAG 
ATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTGTTG^ 
CACAGCATGGTATGGCAATAGANTNNTTCIOTGNNNTCTATGA 
CCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCT 
GGAGGTGCCCTACTTTGCTGTTCCTGTCC C 



FIGURE 103 



AGAGCACCXKSK2AGATCCCAGTNCAAAGTCT 

AAGC^CCCCTTGCCTTGAAGGTGGTTGNCATCCCCCCTGGGftGTGJ^TJ^CJftATCTTTGTG 

GCC^CCGTTGGCATGAAGTNTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGAT 

GGCTGTCATTGGGGGCGCX^TATTTCTTCTTG(^ 

C^TATGGCAATAGNATNNTTCGNGGOTTCTAT^ 

GAATTTGGTCAGGCTCTCTTCA.CTGGCrrGGGC^IX5CTGCTTCTCT 

CCTACTTTGCTGTTCCTGTCCCCGAA 



FIGURE 104 



AGCAATGCCCTGCCCCCAGTGGAGGATTAATTCCTATGNTGGGQAC^ACATTGTQACNGCCC 

AGGCCATGTACGGGGGGCTGTGGATGTCCTGCXJTGTCGGAGAG<^ 

AAAGTNTTTGACTCCTTGCTGAATTTGAGCAGCACATTGCA^ 

GGTTGGC^TCTTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTGGNAATGAAGTGTATGA 

AGTGCTTGGAAGACGATGAGGTG<^GAAGATGAGGATGGCTGTCATTGGGGG 

CTTNTTGCAGGTCTGGCTATTTTAGTTGCCACAGCATGGTATGGCAATAGAA 

ATTTTATGACCCTATGACCCCaGTCAATGCCAGGTACXSAATTTGGTCAGG 

GCrGGGCTGCTGCTTNTTTCTGCCT 



FIGURE 105 



TCATAGGGGGGCGCGATATTTTTTCOT 
TGGCAATAGAATCGTTCAAGAATTNTATGACCCTAT^ 
TTGGTCAGGCTCTNTTCACTGQNTGGGCTGCTC 
CTTTGCTGTTCCTG 



FIGURE 106 

TTCCTGGGATGGATCCGCCCC 

TGGCGAACAACATanXSACCGCCC^^ 

CC^GAGCACCGGGCAGATCCAGTGCAAAGTOTTTGA 

TGCAAGCAACCNTGCCTTGATGGTGGT^ 

CCACCGTTGGC^TGAAAGTGTATGAAGTC 

GGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGG 

GGTATGGCAATCAGACCCNNTCANAAACTCTATGACCCTATGACCCCAGT 

CGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCT 

CCCTACTTTGKTGTTCCTGTC 



FIGURE 107 



CXSGGGCTGCAGCTGTTGGGCTTCATCTCGCT^ 

CTGCCCTGCCCCATGGAGGATTTACTCNTATGCTGGCGAC^CATCGTGACCNCCCAGGC^ 
TGTACGAGGGGCTGTGGATGTCNGCGTGTCGC^GAGCACCGGGCAG^ 
TTGACTCCTTGCTGAATCTGAGCAGCAGATTGCAAGCAAC 
TCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACC^^ 

GAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCT^ 
AGGTCTGGCTATTTNTAGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAATTCTAT 
GACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTC^GGCTCTCTTCACTGGCTGGGC 
TGCTGCTTCTCTCTXXICTTCTGGGAGGTGCCCT 



FIGURE 108 



GCGTGCC6T<^6CTCGCCX3GGCACCGCGGCCTCGCCCTC6CCCT 

CGCGTAGACCG&CCCCCCCCT 

ACCGGTCCCCGCCTTTTTGTAAAACTTAAA^^ 

GACCTCTCAGGGGTCTCCCQjCCAAAG 

CAGGTCCTGAGCCTCGAGCCGCAGCACGAGCTCAAAT^ 

CACCACCAACCTAAAGCTTGGCAACCCGACAGAC^ 

CAGCACCACGTAGGTACTGTGTGA^^ 

AATGTATCTGTGATGTTACAGCCTTTCGATTAT 

TATGGTTCAGTCTATGTTTGCTCCAACTGACACT^ 

CAAAACCGGAAGACCTTATGGATTCAAAACTTAGATGTGTGTTTGA^ 

GATAAACCACATGATGTAGAAATAAATAAAAT^ 

ACCAATAGTGTCTAAGTCTCTGAGTTCTTCTTTGGATGACACCGAA 

AAGAATGTAAGAGGCTGCAAGGTGAAGTTCAGAGGCTACGGGAGGAGAACAAG 

GAAGAAGATGGACTGCGGATGAGGAAGACAGTGCAGAGCAACAGCCCCAT^ 

CCCAACTGGGAAG&JAAGAAGGCCTTAGC^ 

TCGTTGGTGTAATTATTGGGAAGATTGCCTT GTAGA GGTAGCATG 

GATTGGTGGATCCACCATATCATGGGATTT^ 

AATGTATGATGACATCTCACAGGTCTTGCCTTTAAArTACCCCT 

AGATACACACACACAAATATAATGTAACGATCTTTT 

ATTGAGGGGGAAAAAGAATGATCTTTATTAATGACAAGGGAAACC^ 

GGCATATTGTAAATGTCATTTTAAA^^ 

TCTTAAAATGACACCCTTCCTC^ 

GCTGGGGAGTGCGGTCAGCTCCACACAGTAGTCCCCACGTGGCCC^ 

CTTOCCX3TGTCTTCAGTTCTG 

AGCCCAAAGGAATTGCACTGTGGCAGCATCAGAOT 

TGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTC 

GCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTG 

TTTAACTTATTTAATGTATTTCATCTCATGTTTTCTTA 

TGCGTGCTGCTGAACTCTGTTGGGTGAACTGGTATTGCTGCTGGAGGGCT 

GTCTCTGGAGAGTCTGGTCATGTGGAGGTGGGGTTTATTGGGATC 

GGAAGTGTTTTTTCTGGGTCAGTAAATAACAACTGTCATA 

ACAGTCAACTCTAGGTTACCTTTTTTAATGAAGAGTAGTCAGTCTTOT 

CCACCTCTCAACCATTACTCACAC^C^ 

TTGGGGACCTAGCCTGGAGTCAGGACAAATGGATCGGG 

ACCAGCAGTTGTGGGTGGGGAGCAAGGGAAGAGAGAAACTCTTCAGCGAATC 

. TAGTTGAGAGTTTGACTGTGAATTAATTTTATGCCAT 

CTATGTAGCATCTTGAAAAGAAAAATTATAATAAAGCCCCAAAATTAAGAA^ 



FIGURE 109 

</usr/seqdb2/sst/DNA/Dnasegs .rain/ss .DNA53977 
<subunit l of 1, 243 aa, 1 stop 
<MW: 27228, pi: 7.43, NX(S/T) : 2 

MAKVEQVLSLEPQHELKFRGPFTDVV^ ID 
AGASINVSVMLQPPDYDPI^KSKHKEMVQSMFAPTDTSDM 
LPAENDKPHDVEINKIISTTASKTETPIVSKSLSSSLDDTEVK^ 
NKQFKEEDGLRMRKTVQSNS P I SALAPTGKEEGLSTRLIALVVLFFI VGVI IGKIAL 

Important features: 
Transmembrane domain: 

amino acids 224-239 

N-glycosylation site, 
amino acids 68-71 

N-myristoylation site. 

amino acids 59-64, 64-69 and 235-240 



FIGURE 110 

GTCACTCTTCTAGATTGTCCTTATCXJCACCTTO 

GTCCy^GTCTGAGCCTGACTTCCCCTTGGGGACCTAGCCTGGAGTCAGGAC^y^TGGNTCGGG 

CTGCAGAGGNTTAGAAGCGAGGGCACCAGCAGTam 

CTCTTCAGCGAATCCTTCTAGTACTAGTTGAGAGTTTGA 

AAAGACNAACCCIAGTTCTGTTTGACTATGTAGCATCTTGAAAAGAAAA^ 

CCAAAATTAAGAATTCTTTTGTCATTTTGTCACATTTGCTCT 

ATCATTTTTATTATTTTGCCATTGGAAGGTTAACTTTAAAATGAGC 



FIGURE 111 



TATTGTAAAGGCCATTTTAAACCATTGGTAGGCCTTGGTACATGATGCTGGATTACCT 
AAATGACACCNTTCCTCXSCCTGTTGGTGCTGGCCl^^ 

QGGAGTGCGGTC^GCTCCACACAGTAGTCCCCACGTGGCCCA.CTCCCGGCCCAGGCTGCTTT 

CCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCC^ 

CAAAGGAA.TTGCCACTGTGGCAGCATCAGACGTACTCGTCATAA^ 

CTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGACCAAGCT 
AAATTGTATTGGTTCATGTAGTGAAGTCAAACK^^ 
ACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAA6AG 
TGCTGCTGAACTCTGTTGGGTGAACTGGTATTGCTGCTGGAGGGCTG 



FIGURE 112 



CCCTGGTGOTTTTGTTCTTTAATTCGra 

C^ATGCACCNGGCTGGTAAATTGGM 

CATAACC&TGTGTAAAAAGAAATTAATCTATGATGAC^ 

ACCCATCCCTGNANAraCATACAC^^ 

AAAGTTAAAAATGTATAGTAAC 



FIGURE 113 



GGTGGCCCATTO:CGGCCCAG<Xro 

TTGGGACTGATGAACAGAGTCAGAAGCCGAAAGGAATTGC^^ 

TTGTNATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGT 

GCTTTGTTCANTTAAAGGGACCAAGCTAAATTTGTATTGGT 

TTATTGAGAGATGTTTAATGCATATTTAAOT^ 

TTGTCACAAGAGTACAGTTAAT6CTGCGTGCTXKTGAANTNTG 

TGCTGGAGGGCT3TGGGCTCCTCTCTCTT^ 



TGCTTTCCGTGTCTTCAGTTCTGTCCT^GCCATCAGCTCCTTGGGACTTGATGAACAGAGT^ 
AGAAGCCCAAAGGAATTGCACTGTGGCAGCATCAGACGTACT^ 
TGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGGA^ 
CAAGCTAAATTTGTATTGGTT(^TGTAGTGAAG 

ATATTTAACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGT 
TGCTGCGTGC 



FIGURE 115 



AAACCTTTAAAAGTTGA^ 

AATGCCACAATGGGATATTGTAAATGTG^^ 

TGGATTACCTCTCTTAAAATGACACCCrrCCT 

G^GCCCAGCATGCTGKSGG&GTC 

GGCCCAGGCTGCTTTCCX3TGTCTTCA 

ACAGAGTC&GAAGCCOU^GGAATTGCAN^ 

GAGGCGTGTGTTGANTGATTGACCCAGCGCTT^ 

AAAGGGNCCAAGNTAAATTTGTATTGGTTC^TC 

TTTAATGCATATTTAANTTATTTAATGTATTTCATNTCATGTTTTC^ 
ACAGTTAATGCTGCGTGCTGCTOAANTCTC 



FIGURE 116 



GGCCCTTGGGGAGCTGGAGCCCAGCATGCTGGGGAGTCCGGTC^ 

CACGTGGCCCACTCCCGGCCC^GGCTGCrTTC 

TCCTTGGGACTX^TGAACAGAGTCAGAAGCCCAAAGGAAT^^ 

TACTCGTCATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGC 

AGTGCTTTGTTCACTTAAAGGGACCAAGCTAAAT^ 

CTCTTATTCAGAGATGTTTAATGCATATTTAACTT^ 

TTATTGTCACAAGAGTACAGTTAATGCTGCGTGCTGCT 

TGCTGCTGGAGGGCTGTGGGCTCCTCTGTCTCTGGAGAGTCTGGTCATG 



FIGURE 117 



G0GAGCTCCGGGTGCT6TG6CCCGGCC7TGGCGGG6CGGCCTCC6GCTCAG6CTG6CTGAGA. 
GGCTCCCAGCTGCAGCGTCCCCGCCCGCCTCCTCGGGAGCTCTGATCTC^GCTGACAGTGCC 
CTCX^6GACCAAACAAGCC7GGCASGGTCTCACTTTGTTGCCCAGGCT6GA617CA6TGCCA 
TGATCATGGTTTACTGCAGCCTTGACCTCCTGGGTT 
CTACAGGACAAAATTAGAAGATCAAAATGGAAAATA^ 
CCTGGGTGGACCCTCATTGATGGATCTGAAATGGAATGGGATTTTATC 
GGTACCCCGGATTGTCAGTGAAAGGACTTTCCATCTCACCAGCCCCGCATTTGAGGCAGATG 
CTAAGATGATGGTAAATACAGTGTGTGGCATCGAATGCCAGAAAGAACTCCCAACTCCCAGC 
CTI^CTGAATTGGAGGATTATCTTTCCTATGAGACTGTCTTTGAGAATGGCACCCGAACCOT 
AACCAGGGTGAAAGTTCAAGATTTGGTTCTTGAGCCGACTCAAAA^ 
TATCTGTTAGGAGAAAGAGACAGGTGTATGGCACCGACAGC^ 
AGGTTCTTAACCAATTTCCCTITCAGCACAGCTGTGAAGCTTTCCACGGGCT 
TCT(^TTTCCCCTCAGCATGTTCTAACTGCTGCCCACTGTGTTCATGA 
Q TCAAAGGGAGTAAAAAGCTAAGGGTAGGGTTGTTGAAGATGAGGAATAAAAGTGGAGGCAAG 
£ AAACGTCGAGG^OTAAGAGGAGCAGGAGAGAAGCTAGTGGTGGTGACCAAAGAGAGGGTAC 
<fi CAGAGAGCATCTGCAGGAGAGAGCGAAGGGTGGGAGAAGAAGAAAAAAATCTGGCCGGGGTC 
N AGAGGATTGCCGAAGGGAGGCCTTCCTTTCAGTGGACrc 

CQ AAGGGCTGGGCACGAGGAGGCATGGGGGACGCTACCTTGGACTATGACTATGCTCTTCT 
fU GCTGAAGCGTGCTCACAAAAAGAAATACATGGAACTTGGAATCAGCCCAAC^ 

TGCCTGGTGGAATGATCCACTTCTCAGGATTTGATAACGAT^ 
y] CGGTTTTG^GTGTGTCCGACGAATCCAATGATCTCCTTTACCAATACTGCGATGCTGAGTC 
« GGGCTCCACCGGTTCGGGGGTCTATCTGCX3TCTGAAAGATC 
M> GGAAAATCATTGCXKITCTACTCAGGGCACCAGTG 

Q TAa^CGTlXK^IX3TTCGCATCACTCCCCTAAAATACGCCCAGATTTGCCTCTGGATT 
M GAACGATGCCAATTGTGCTTACGG CTAAC AGJVGACCTGAAACAG 
g TGACAGAGAAAACCAGCTCTGCITACCGTAGTGAGATC 
P GAACTCTGTCAATAGCATTTCAACATTTTTCAAAA 

M, TGTATAGGTGCAGATATTGAAACTAGGTGGGCACTTCAATGCCAAGTATATACTClTClTrA 
CATGGTGATGAGTTTC^TTTGTAGAAAAATm 

AAACCTTCAAACAGGTATTATAAATAACATGTGACTCCTTAATGGACTTATTCTCAGGGTCC 

TACTCTAAGAAGAATCTAATAGGATGCTGGTTGTGTATTAAATGTGAAATTGCATAGATAAA 

GGTAGATGGTAAAGCAATTAGTATCAGAATAGAGACAGAAAGTTACAACACAGTT^ 

CTCTGAGATGGATCGATTCAGCTCATGCCCTCAATGTTTATATTGTGTTATCTGrTO 

GGGAGA.TTTAGTTTAGTTTTTTTGAAGAATTACAAATCAGAAGA 

CAAAACTAATAACTGTTTTACTGCTTTAAGAAATAACAATTACAATGTGTATTAIT^ 

TGGGAGAAATAGTTTGTTCTATGAAATAAACCTAGTTTAGAAATAGGGAAGCTGAGACATCT 

TAAGATCTCAAGTTTTTATTTAACTAATACTCAAAA^ 

AAGACACTTCACAAATTATGAATGATCATGTGTTGAAAGCCACATTATTTTATGCTATA 
TCTATGTATGAGGTGCTACATTTTTAGGACAAAGAATTCTGTAATCTTTTTCAAG 
CTTTTTCTCCTTGACAAAATCCAGCTTTTGTATGAGGACTATAGGGTGAATTCT 
TAATTTTAGATATGTCCTTTCCTAAAAATGAATAAAATTTATGAATATGA 



FIGURE 118 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA57253 
<subunit 1 of 1, 413 aa, 1 stop 
<MW: 47070, pi: 9.92, NX(S/T) : 3 

MENMLLWL I FFTPGWTL IIXJSEMEWDFMWHLRICTPRI VS ERTFHLTS PAPEADAKMMVNTVC 

GIECQKELPTPSLSELEDYLSYETVFENGTRTLTRVKVQDLVLEP^ 

YGTDSRFS ILDKRFLTNFPFSTAVKLSTGCSGILISPQHVLT^ 

GLLKMRNKSGGKKRRGS KRSRREASGGIX3REGTREHI^ERAKGGRRRKKSGRGQRI AEGRPS 

FQWTRVKNraiPKGWARGG^ 

GFDNDRADQLVYRFCSVSDESNDLLYQ 

HQWVDVHGVQKDYNVAVRITPLKyAQICLWIHGNDANCAYG 

Important features: 
Signal peptide: 

amino acids 1-16 

N-glycosylation sites. 

amino acids 90-93, 110-113 and 193-196 

Glycosaminoglycan attachment site, 
amino acids 236-239 

Serine proteases, trypsin family, histidine active site* 

amino acids 165-170 



FIGURE 119 



AATGTGAGAGGGGCTGATGGAAGCTGATAGGC^GGACTGGAGTGTTAG<^CCAGTACTGGAT 
GTGACAGC^GGCAGAGGAGCACTTAGCAGCTTAT^^ 

ATCCAAGCATGGAATGCTGCCGTCGGGCAACTCCTGGCACACTGCTCCTCTTTCTGGCTTTC 

CTGCTCCTGAGTTCCAGGACCGCACGCTCCGAGGAGGACCGGGACGGCCTATGGGATGCCTC 

GGGCCCATGGAGTGAATGCTCACGCACCTGCGGGGGAGGGGCC^ 

GCCTGAGGAGCAAGAGCTGTGAAGGAAGAAATATCCGATAC^ 

TGCCCACCAGAAGCAGGTGATTTCCGAGCTCAGCA^^ 

C<^TGGCCAGTTTTATGAATGGCTTCCTOTGTCTAATGACCCTGAC^CCCATGTTCAOTC^ 
AGTGCC^GCCAAAGGAACAACCCTGGTTGTTGAACTAGCACCTAAGGTCTTAGATGGTACG 
CGTTGCTATACAGAATCTTTGGATATGTGG&^^ 

TCACCAGCTGGGAAGCACCGTC^UIGGAAGATAACTGTGGGGTCTGCAACGGAGATGGGTC^ 

CCTGCCGGCTGGTCCGAGGGCAGTATAAATCCCAGCTCTCCXSCAACCAAATCGGATGATACT 

GTGGTTGCACTTCCCTATGGAAGTAGAC&TATTCG^ 

ATATCTGGAAACGAAAACCCTCCAGGGGACTAAAGGTC 

CTTTCCTTGTGGACAATTCTAGTGTGGACTTCCAGAAATTTCCAGACAAAG^ 

ATGGCTGGACCACTCACAGCAGATTTCATTGTCAAGATTCGTAACTCGGGOT 

TACAGTCCAGTTCATCTTCTATCAACCCATCATCCACCGATGGAG^ 

CTTGCTCAGCyy^CCTGTGGAGGAGGTTATCAGCTGACATCXMCTGAGTGCTACGATCTGAGG 
AGCAACCGTGTGGTTGOTGACCAATACTGTCACTATTACCC^^ 

CAAGCTTCAGGAGTGCAACTTGGATCCTTGTCCAGCCAGTGACGGATACAAGCAGATCATGC 
CTTATGACCTCTACCATCCCCTTCCTC 

TCGTGTGGGGGGGGCATCCA.GAGCCGGGCAGTTTCCTGTGTGGAGGAGGACATCCAGGGGCA 
TGTCACTTCAGTGGAAGAGTGGAAATGC^TGTACACC^ 
GCAACATTTTTGACTGCCCTAAATGGCTGGCACAGGAGTGGTCTCCX3TG 
GGCCAGGGCCTCAGATACCGTGTGGTCCTCTGCAT^ 

CTGTAGCCCAAAAACAAAGCCCCACATAAAAGAGGAATGCATCGTACCCACTCCCTGCTATA 

AACCCAAAGAGAAACTTCCAGTCGAGG(X!!AAGTTGCCA^ 

GAAGAAGGAGCTGCTGTOTCAGAGGAGCCCTCGTA^ 

TTTGAAACTGTTTTGTTTAAAGAAAGCAGTGTCTCA 

ACTAAGTGTAATC&TCTCACGAAAGCTTTTTGGCTCT 

AAAAAAAAA 



FIGURE 120 

</usr/seqc3b2/sst/DNA/Dnaseqs *min/ss .DNA58847 
<subunit 1 of 1, 525 aa, 1 stop 
<MW: 58416, pi: 6.62, NX(S/T) : 1 
MECCRRATPGTLLLFLAF 

SKSCEGRNIRYRTCSNVDCPPEAGDFRAQQCSAHOT 

AKGTTLVVELAPKVLDGTRC^ESLDMCISGLCQIVGCDH 

LVRGQYKSQLSATKSDDTVVALPYGSRHIRLVIjKGPDHLYL 

VDNSSVDPQKPPDKEILRMAGPLTADFI VKIRNSGS ADSTVQP I FYQPI IHRWRETDFFPCS 
ATCGGGYQLTS AEC YDLRSNRWADQYClHyy PEHI KPKPKLQECNLDPCPASDGYKQIMPYD 
LYHPLPRWEATPWTACSSSCX3GGIQSRAVSCVEEDI 
PDCPKWLAQEWSPCTVTCGQGLRYRVVLCIDHRGMHTC 
EKLPVEAKLPWFKQAQELEEGAAVSEEPS 

Important features: 
Signal peptide: 
amino acids 1-25 

N-glycosylation site, 
amino acids 251-254 

Zhrombospondin 1 

amino acids 385-399 

von Willebrand factor type C domain proteins 
amino acids 385-399, 445-459 and 42-56 



FIGURE 121 

CGGAGGCGTGGGCGCK^GCTG^ 

AGATGGCAGTGGCCACreCGGCGGCAGTACTGGCCGCTCTGGGCGG{^ 
GCCCGCCC^TTCGTGGGGCCCAGGGTCCACTCGGCTGCGCAGAGGCGGGGACC^CXSGCCrCAT 
GCACGGGAAOACTGTC&TGATCACCGOM^ 
AGCTACTGCGCCTGGGAGCGCGGGTGATCAT^^ 

GCGGCGGGTCAGCTCCGCCX3CGAGCTCCGCCAGGCCK3CGGAGTGCGGCCCAGAGCCTGGCGT 

CAGCGGGGTGGGCGAGCTCATAGTCCGGGAGCTGGACCTCGCCTCGCTGCGCrCGOTGCGCG 

CCTTCTCKXIAGGAAATGCTCCAGGAAGAGCCTAG 

ATCTTCCAGTGCCCTTACATGAAGACTGAAGATGGGTTTGAGATC 

TCTGGGGCACTTTCTACTGACCAATCTTCTCCTT^ 

GGATTGTGGTAGTTTCTTCCAAACITTATAAATACGGA 

AGTGA&CAAAGCTATAATAAAAGCTTTTGTTATAGCCGGAGCA 

TACCAGGGAACTAGCCCX^CXSCTTAG 

GTATTGTACGGACAAATCTGGGGAGGC^CATACACATTCC 

AATTTGGTGTCATGGGCTTTTTTCAAAACTCC^ 

GGCCTCTTCACCTGAGGTAGAAGGAGTGTCAGGAAGATACTTTGGGGATTGTAAAGA 
AACTGTTGCCCAAAGCTATGGATGAATCTGTTGCAAGAAAACT 

ATGGTTGGCCTGCTAAA ATAGG AACAAGGAGTAAAAGAGCTGTTTATAAAACTGCATAT 
TTATATCTGTGATCajGGAATGGTGTGGATTGAGAACITO 

ATATTGGAATAGCCTGCTAAGAGGTACATGTGGGTATTTTGGAGTTACTGAAAAATTATTTT 

TGGGATAAGAGAATTTCAGCAAAGATGTTTTAAATATATATAGTAAGTATAATGAATAATAA 

GTACAATGAAAAATAC^^TTATATTGTAAAATTATAACTGGGCAAGCATGGATGACATATTA 

ATATTTGTCAGAATTAAGTGACTCAAACSTGCrATCGAGAGGTTTTTCAAGTATCTTTGAG^ 

TCATGGCCAAAGTGTTAACTAGTTTTACTACAATGTTTGGTGTTTGTGTGGAAA 

OTGGTGTGTGCACACAAGTCITACTTGGAATAAATTTACTGGTAC 



FIGURE 122 

</usr/seqdb2/sst/DNA/Dnaseqs *min/ss .DNA58747 

<subunit 1 of 1, 336 aa, 1 stop 

<MW: 36865, pi: 9.15, NX(S/T) : 2 

MAVATAAAVIAALGGA^ 

LLRLGARVIMGCRDRAR^ 

PCQEMLQEEPRLDVLINNAGI FQCPYMKTEIXjFEMQFGVNHLGHPLLTNLLLGIi 
IVWSSKLYKYGDINFDDI^SEQSYNKSFCTS^ 
IWTNLGRHIHIPLLVKPLFNLVSW 
LLPKAMDES VARKLWDI SEVMVGLLK 

Important features: 
Signal peptide: 
amino acids 1-21 

Short -chain alcohol dehydrogenase family protein 

amino acids 134-144, 44-56 and 239-248 



N-glycosylation site* 

amino acids 212-215 and 239-242 



FIGURE 123 



GGGGATTGTAA^AGGAAGNACTGTGCCCAAAGNTATGGATGAATCTGTTGCAAGAAAATTO 
TGGGATATCAGTGAAGTGATGGTTNGCCTGCTAAAATAGGAACAAGOAGTAAAAGAGCTGTT 
TATAAAACTGCATATCAGTTATATCTGTGATGAGGAATG^ 

TGAAGAAAAAGAATTTTGATATTGGAATAGCCTGNTAAGAGGNACATGTGGGTATTT^ 
TTACTGAAAAATTATTTTTGGGATAAGA6AATTTCAGCAAAGAT6 

AAGTATAATGAATAATAAGTACAATGAAAAATACAATTATATTGTAAAATTATAACTGGGCA 
AGCATGGATGACATATTAATATTTGTCAGAATTAAGTGACT^ 
TTCAAGTATCTTTGACTTTCATGGCCaU^GTGTTAACT 
TGTGTGGAAATTATCTGCCTGGCTT 



FIGURE 124 



GAC^GG&CGAC^TGCCGCTGCCTG 

CTTTCCTAACCCAACCCAACCTAGCCC^^ 

CCCAGCGTTACCJ^C^TCCTGCCGT 

GCTCCTGGTAACTTGGGTTTTT^ 

ATATAGATGAAATTTTAAACAATGCTGATGTTGCT 

CGTTTCAGTCAGATGTTGCATCCAATTTTTGAGGAAG 

TCCAAATGAAAATCAAGTAGTGTTTGCCAGAGTTC 

AGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTCGT 

AGAGAATACAGGGGTCAGCX3ATCAGTGAAAGCATTGG CAGATTACATCAGGCAACAAAAAAG 

TGACCCCATTCAAGAAATTCGGGACTTAGCAGAAATCAC 

ATATCATTGGATATTTTGAGCAAAAGGACTCGGACAACTATAGAG^ 

AATATTTTGCATGATGACTGTGCCTTTCTTTCTGC^ 

ATATAGTGGCGACAACATAATCTACAAACCACCAGGGCATTCTGCTCC 

TGGGAGCTATGACAAATTTTGATGTGACT^ 

GTCCGAGAAATAACATTTGAAAATGGAGAGGAATTG^ 

ACTCTTTCACATGAAAGAAGATACAGAAA 

AATTAATAAGTGAAAAAGGTACAATAAACTTTTT^ 

CCTCTTCTGCACATACAGAAAACTCCAGCAGATTGTCCT 

GCRTATGTATGTGTTTGGAGACITCAAAGATGTATTAATTCCTO 

TATTTGACTTACATTCTGGAAAACTGCACAGA 

AO\GCCCCAGGAGAGCAAGCCCAAGATGTAGCAAGCAGTCCACCT 

ACTAGCACCCAGTGAATATAGGTATACTCTATTGAGGGATCGAGATGAGCTT^ 

AAAAACAGTTTGTAAGCCTTTCAACAGGA 

TATTTTCATAATTCTATGTGTATTTTTATTT^ 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 125 

</usr/seqdb2/sst/DNA/Dnaseqs .rain/ss .DNA57689 
oubunit 1 of 1, 406 aa, 1 stop 
<MW: 46927, pi: 5*21, NX(S/T) : 0 
MHPAVFLSLPDLRCSLLLLVTWVFT^ 
MLHPIFEEASDVIKEEFPNENQVVFA^ 

GQRSVKJ^LADYIRQQKSDPIQEIIU^LAEITTLDRSKRNI IGYFEQKDSDNYRVFERVANILH 
DDCAFLSAFGDVSKPERYSGDNI IYK^PGHSAPDMVYIjGAMTI^ 

TFENGEELTEEGLPFLILFHMKEDTESLEIFQNEVARQLISEK6TINFLHADCT 

IQKTPADCPVIAIDSFRHMYVFGDFKD^^ 

EQAQDVASSPPESSFQKLAPSEYRYTLLRDRDEL 

Important features: 
Signal peptide: 

amino acids 1-29 

Endoplasmic reticulum targeting sequence « 
amino acids 403-406 

Tyrosine kinase phosphorylation site, 
amino acids 203-211 



Thioredoxin family proteins 

amino acids 50-66 



FIGURE 126 



ATTAAGGAAGAATTTCCAAATGAAAATCAAGTAGTNTTTGC^ 

CTCTGACATAGCCCAGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTC^ 

GGATGATGATGAAGAGAGAATACAGGGGTCAGCGATCAGTGAAAGCATTGGCAGATTA 



FIGURE 127 



AGAGGCCTCTCTGGAAGTTGTCCO^T^ 

TGCCX3CTGCCTGGAGAATCCTCOTCTX3CCGTCGGCTCCCGGAGCCCAGCCCm 
AACCC^CCTAGCCCMGTCCC^GCCXJCCAGCGCCTGTCCCTGTCNOSGANCCCAGCGTNACC 
ATGCATCCTGCCGTCTTCCTATCC^I^ACCCGACCTCAGATGCTCCCTTCTGCTCCTGGTAAC 
TTt^TTTTTACTCCTGTA^ 

TTTTAAACNATGCTGATGTGGCTTTAGTCAATTTTTATGCTGACTGGTGTCGTTTCAG 

ATGTGGCATCCAATTTITGAGGANGCTTCCGATGTCATTAAGGAAGAATTTCCAAATGAA^ 

TCAAGTAGTGTTTGCCAGAGTTGATTGTGATGA.GGACTCTGACATAGCCCAGAGATA 

TAAGCAAATACCCAACCCTCAAATTGTTTCGTAATGGGAT 

GGTCAGCGATCAGTGAAAGGATTGGCAGATTACATCAGGC 



FIGURE 128 



(XICCACGCGTCCXSATCK^^ 
CTGCCGCX3CTCATCTTCTTCGC^ 
TACAAGAATCCTATAGACCAGTGTAATACCCTGAATCCC 
CC^CGCTTTCTTCTGTGTCATGTTTCT 

TGCCCCTCTTGGCATATCATATTTGGAGGTATATGAGTAGACCAGTGATGAGTGGCCCAGGA 
CTCTATGACCCTACAACCATCATGAATGCAGATATTCTAGa^TATTGTCAGAAGGAAGGATG 
GTGCAAATTAGCTTTTTATCTTCTAGC^T^ 
TGGTGAGCTCTTAGAAC^UVCACACAGAAGAAT^ 

CAAATGAAGGGATTCTATCCAGCAAGATCCTGTCCAAGAGTAGCCTG1WAATCTGATCAGT 
TACTTTAAAAAATGACTCCTTATTTTTTAAATGTTTC 

TTTTCATATGTTATACTC^GATAAAGATTTTAAATGGTATTACGTATAAATTAATATAAAAT 

GATTACCTCTGGTGTTGACAGGTTTGAACTTGCACTTCTTAAGGAACA 

AATGATGCATTAATTACTGACTGTCCTAGTA 

GGGCTCATTTTGGTTTC7VTTGAAACAGTATCTAATTATAAATTAGCTGTAGATATCAGCT 

TTCTGATGAAGTGAAAATGTATATCTGACTAGTGGGAAACITCATGGGTTTCCTCATCTGTC 

ATGTCGATGATTATATATGGATACATTTACAAAAATAAAA^ 

GAATATTATCCCTGTATATTGCATGAATGAGAGATTTCCCATATTTCCATCAGAGTAATAAA 
TATACTTGCTTTAATTCTTAAGC^TAAGTAAACATGATATAAAAATA 

GTGAAGAATGCATTTAAAGCTATTTTAAATGTGTTTTTATTTGTAAGACATTACTTATTAAG 
AAATTGGTTATTATGCTTACTGTTCTAATCTGGTGGTAAA 
TACTACAGATTTTCAAAACIX^TGAGAGAAAATTGTATAACCATCCTGCTGTTC 
GCAATACAATAAAACTCTGAAATTAAGACTC 



FIGURE 129 

</usr/ seqdb2/sst/DNA/Bnaseqs . rain/ss .DNA2333 0 
<subunit 1 of 1, 144 aa, 1 stop 
<MW: 16699, pi: 5.60, NX{S/T) : 0 

MAFTFAAFCYMLALLLTAALI FFAI WHI IAFDELKTDYKNPIDQCNTLNPLVLPEYLIHAFF 

CVMFLCAAEWLTLGLNMPLLAYHIWRYMSRPV^ 

FYLLAFFYYLYGMIYVLVSS 

Important features: 
Signal peptide: 
amino acids 1-20 

Type II transmembrane domain: 
amino acids 11-31 



Other transmembrane domain: 
amino acids 57-77 and 123-143 



FIGURE 130 



ATTATAG(^TTTGATGAGCTG^GACTGATTA(^GATCCTATAGACCAGTGTAATACCCTG 

AATCCCCTTGTACTCCCAGAGTACCTC&TCCACGCT^ 

AGCAGAGTGGCTTACACTGGGTCTGAATATGCCCCTC^ 

TGAGTAGACCAGTGATGAGTGGCCCAGGACTCTATGA^ 

ATTCTAGCATATTCTCAGAAGGAAGGATGGTGCAAATTAGCTTTT^ 

TTACTACCTATATGGCATGATCTATGTl^ 

GGTCCAGTTAAGTGCATGCAAAAAGCCACCAAATG^GGGATTCTATCCAGCAAGATCCTGT 
CCAAGAGTAGCCTGTGGAATCTGATCAGTTACTTTAAAAAATG 



CGGACGCGTGGGGGAAACCCTTCCGAGAAAACA^ 
GAACa^GAT^CGGCGCCGAAGGGGAGCCTCTGGGTGAGG^ 
TGCTGCTGCTGACCATGGCCTTGGCCGGAGGT^ 
TCGGTCTTGGX3TGATACGGCGTCTTGC<^ 

CTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCT 

AGTTTGTGGATGATGGAATTGACTTAAATCGAACTAAATTGGAATC 

GAAGCATATTCCCAATCTGATGAGCAATATGC^ 

attcgk:tgaaotgagacaagaacaacotato 
ctctaactctggtgaggtcattctggagtgacatgatggact 

TCTTCATGGACTTTTTATCTTC^GCCGATGACGGAAA 

AGAAATCCAGTACGCACCACATTTGGAGCAGGAGCCrACA 

GOVAAATGTCCTATCTGCAAATGAGAAATTCACAAGC© 

GAAAGTGATGGCTTTTTAAGATGCCTCTC 

TGTCCTCTCGGTGATGGTATTGCTTTGGATTTGTTC 

AGTATGTTCCCTCTGAGAAGCTGAGTATCTATGGTGACTTGGAGTTTATG 

CTAAACAGATATCCAGCTTCTTCTCTTGTGGTTGTTAGATCT 

AGCAGGGCCTCTACCTACAAAAGTG^TCTTGCTCA 

AAAAGACAAGTGTAATAGACATCTAAAATTCCACTCCTCATAGAGCT 

TTGGATATAGGCCTTAAGAAATCACTATAAAATGCAAATAAAGTTACT 



FIGURE 132 

</usr/seqdb2/sst/DNA/Dnaseqs .rain/ss .DNA26847 

<aubunit 1 of 1, 323 aa, 1 stop 

<MW: 36223, pi: 5.06, NX(S/T) : 1 

MAAPKGSLWVRTQLGLPPLLLLTM^ 

KEEELYACQR(XIRLFSICQFVDIX3IDIiNRT^ 

ELRQEQLMSLMPKMHLLFPLTLWS 

QYAPHLEQEPTNLRESSLSKMSYLQMRNSQAHRN^ 

SVMVLLWICCAWATAVEQYVPSBKLSIYGD^ 

PLPTKVNLAHSEI 

Important features: 
Signal peptide: 
amino acids 1-31 

Transmembrane domain: 

amino acids 241-260 



N-glycosylation site, 
amino acids 90-93 



FIGURE 133 

TTG<^TGATACX^CGTCTTGCCACCGOT 

TAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCTCTTTTCAATT^ 

TGGATGATGGAATTGACTTAAATCGA^ 

TATTCCCAATCTGATGAGGAATATGCTTGCCATCT^ 

TGAACTGAGACAAGAAC^^CTTATGTCCCTG^ 

CTCTGGTGAGGTCATTCTGGAGTGAC^TGATGGACTCCGC 



FIGURE 134 



CACACTCMCCGGATCTTTTAGAGTCC 

GCTGAGCTGCTGTGACAGAGGGAAGAAGATGGCX3GCGCCGAAGG 

CCAACTGGGGCrCCC^CGCTGCTOCTGCTGACCATGGCCTT^ 

CTTOMCTGAAGCATTTGACTCGGTCTTGGGTGATACGGCGTCTTC 

TTGACCTACCCCTTGCACACCTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTG 
(^GGCTGTTTTCAATTTGTCmGTTTGTGGATGATGGAATTGACTTAAATCGAACT 
AATGTGAATCTGCATGTACAGAAGCATATTCCC^TCTGATGAG<^ATATGCTTGCCATCTT 
GGTTGCCAGAATCAGCTGCCATTCGCTGAACTGAGAG^ 

AAAAATGCACCTACTCTTTCCTOTAACTCTGGTGAGGTCATTCTGGAGTGACATGATGGAOT 
CCGC 



FIGURE 135 



GO^GGTGGCGATCGCTGAGAG^ 

GGGGCGCCGCTGGGGCCGGCCCGCACGK3GCTTCATCTGAGGGOT 

GTGCGGACTGGCCTCCCAAGCGTGGGGCGACAAGCT 

GGG&TTCTTGTTTGGCCTCCT 

AGCCCCCGGAGACAGCGGCACAGAGGTGCTTCTGCCAG^ 
ACCTGTGATGTTGAAACCATTGATA 

ACTTCTTGAAAGTGACTACTTTAGGTATTACAAGGTAAACCT^ 

GGAATGACATCAGCCAGTGTGGAAGAAGGGACTGTGCT 

GTTCCTGATGGAATTAAATCTGCGAGCTACAAGTATT 

AGAATGTGAACAAGCTGAACGACTTGGAGCAGTGGATG 

AGGCTGTTCTTCAGTGGACCAAGC^TGATGATTCT 

ATTCAGTCCCCTGAAGCTGAATATGTAGATTTGCTTCT^ 

CAAGGGACCAGATGCTTGGAAAATATGGAATC 

AGACAATTAAAAGACCTTTAAATCCT^ 

TTTTACAGTTGGCTAGAAGGTCTCTGTGTAGAAA 

CCTACATGCAAGCATTAATGTGCATTT^ 

AAAAGAAATGGGGACAC^^CATTACAGAAT^ 

GGAGAAGGTCCAAGAAGGCTTAAGAACTTGTATTT^ 

ATCCAAAGTGTTACCATTCTTCGAGCGCC 

AGGATGAGGAAAACAAAATGTTACTTCTGGAAATAOT 

CATTTTGATGAGAATTCATTTTTTGC^^ 

CTTTCGACTGCATTTTAGAAATATTTCAAGAATO 

GTCTGTGGGGAAAGCTTCAG^CTCAGGGTTTGGG 

AAATTGATAGCAAATATGCCAGAAAGTGGACCTAGTTATGAATO 

AATAGTATCATTATTCAACGCATTTGGAAGAATTTC 

TCAGGAACTTGTTACAGAATATTCATTAAAGAAAACAA 

AATGGAGGCGAAAGAGTGGAATTTCATrCAAAGGCATAA 

ACATTTTATATAAAGTTGCTTTTGTAAAGGAGAA 

AAAAATTGTGTTAAGTCTATGTATAATACT 

GTACAAATTTTAAAGTTTAATATTGAATAAAAGGAGGACT 

AAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 136 

< /usr / seqdb2 / ss t /DNA/Dnaseqs . coin/ ss . DNA53 974 

<subunit 1 of 1, 468 aa, 1 stop 

<MW: 54393, pi: 5.63, NX(S/T): 2 

MGRGWGFLFGLLGAVi^LSSGHGEEQPPETAAQRCFC^^ 

PRLQKLLESDYFRYYKVNLI^ 

NNLIEECEQAERLG&VDESLSEETQK^ 

RYTGYKGPDAWKIWNVIYEENCFKPQTIKR^ 

RLISGLHASINVHLSARYLLQETWLEKK^ 

ELRALSKVLPFFERPDFQLFTGNKIQDEENKMLLLEILHEIKSF 

KLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGT 

LTRQEIVSLFNAFGRISTSVKELENFRNLLQNIH 

Important features t 
Signal peptide: 
amino acids 1-23 

N-glycosylation site* 

amino acids 280-283 and 384-387 

Amidation Bite, 
amino acids 94-97 

Glycosaminoglycan attachment site* 
amino acids 20-23 and 223-226 

Aminotransferases class -V pyridoxal -phosphate 

amino acids 216-222 

Interleukin-7 proteins 
amino acids 338-343 



FIGURE 137 



GCTGGAAATATGGATGTCATCTACG&GAAACT 

TAAATCCOTTGGCTTCTGGTCAAGGGAC^GTG^ 

GGTCTCTGTGTAGAAAAAAGAGCATTCTACAG&CTTAT^^ 

TGTGC&TTTGAGTGCAAGATATCTTTTACAAGA^ 

ACATTAGAGAATTTNAACAGCGATTTGATGGAAT^ 

CITAAGAACTTGTATTTTCTCTACTTAATAGAACTAAGGGC 

CTTNGAGCGCCCAGATTTTCAACTNTTTACTGGAAA^^ 

TGTTACTTTTGGAAATACTTCATGAAATCAAGTCATTTCCT^ 
TTTTTTTGCTG 



FIGURE 138 



CG(^a^TGGGCGGACGCGTGGGCGGACGCGTGGGTTGGGAG<3<3GGC^GGATGGGAGGG^ 
AGTGAAGAAAACAGAAAAGGAGAGGGACAGAGGCCAGAGGACTTCTCATAC^ 
CGATCAGG CATGG AACTCCCCTTCGTCACTCACCTC 
TCTCTGCTCCCCCTTTAACCTGGATGAACATCACCCACGC 

CTGAATTTGGATACAGTGTCTTACAACATGTTGGGGGTGGACAGCGATGGATGCTGGTGG^ 

r 

GCCCCCTGGGATGGGCCTTCAGGCGACCX3GAGGGGGGACGTTTATCGCTGCCCTGTAGGGGG 

GGCCCACAATGCCCC^TGTGCCAAGGGCCACTTAGGTGA 

ATCCTGCTGTGAATATGCACCTGGGGATGTCTCTGTC 

ATGGTGAGCTAAGGAGAGGGTGGTGGC^GTGTCTCTGAAGGTCCIATAAAAGAAAAAAGAGAA 

GTGTGGTAAGGGAAAATGGTCTGTGTGGAGGGGTCAAGGAGTTAAAAACCCTAGAAAGCAAA 

AGGTAGGTAATGTCAGGGAGTAGTCTTC^TGCCTCCnTCAACTGGGAGCATGTTCTGA 

GCCCTCCCAAGCCTGGGAGTAACTATTTCCCCCATCCCCAGGCCTCTGCCCCTCTCTGGTCT 

CGTGCTTGTGGCAGCTCTGTCTTCAGTTCTG 

GCCTCAGGGAAGCCTGGCACCCACTGCCCAACGTGAG^ 

C C CAGAAGGAGATACTGGGTGGGAAAAAGATGGGGCAAAG<^GTATGATGCOT3GC^ 

CCTGCATGGCTATCCTCATTGCTACCTAATGTGCTTGC^ 

TTCAGACTCCTGGCCAGGTGTGGTGGCCC^CACCrcTAATTCTAGCACTTTG 

GTGGGCAGATCACTTGAGGTCAGGAGTTCAAGACCA^ 

CTCTACTAAAAAAAAAAAAATACAAAAATTAGCTGGGTGCGCT 

ATCTACTCGGGAGGCTAAGACAGGAGACTCTCACT^ 

AGCXIAAGATTGTGCCTCTGCACTCTAGCGTGGX3TGACAGAGTAAGCGAGACT 
AATAATAATAATAATAATTCAGACTCCI^ATCAGGAGTCCATGATCTGGCCTG^ 
CTCATGCCTGTAATCCCAACATTTTGGGAGGCCAACGCAGG^ 
GTTTGAGACCAGCCTGGGCAACATAGAAAGACCCCATCT 



FIGURE 139 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA57039 
xsubunit 1 of 1, 124 aa, 1 stop 
><MW: 13352, pi: 5.99, NX(S/T) : 1 
MBLPFVTHLFLPLWLTGLCSPFNLDEHHPRL^ 
DGPSGDRRGDVYRCPVGGAHNMCAKGHLGDYQLGNS 

Important features: 
Signal peptide: 
amino acids 1-22 

Cell attachment sequence, 
amino acids 70-73 

N-glycosylation site. 

amino acids 98-101 

Zntegrins alpha chain proteins 
amino acids 67-81 



FIGURE 140 



CACAGTTCCCCACCATCACTCOTCCCATT^ 

GOSGGCAGGATGGGAGGGAAAGTGAAG^^CAGAAAAGGAGAGGGACAGAGGCCAGAGGAC 
TTCTCATACTGGACAGAAACCGATCAGGGATGGAACTCCCC^ 
CCCCTGGTGTTCCTGACAGGTCTCTGCTCCCCCTTTAACCTGGATGAACATCA 
ATTCCCAGGGCCACCAGAAGCTGAATTT<^^ 

AGCGATGGATGCTGGTGGGCGCCCCCTGGGATGGGCCTTCAGGCGACCGGAGGGGGGACGTT 

TATCGCTGCCCTGTAGGGGGGGCCCACAATGCCCCATGTGCCAAGGGCCACTTAGGTGACTA 

CCAACTGGGAAATTCATCTCATCCTG^ 

CAGATGGTGATGG 



F IGURE Ml 



AAAGTTACATTTTCTCTGGAACTCTC 

GGCAGAAAGGAGGGTGCTTCGGAGCCCGCCCTTIOT 

ATTCAGGCTTCGCTGCGACTCAGACCTCAGCTC 

GAGATGGACAGAATGCTTTATTTTGGAAAGAAACAATGT 

AATQ CAGACTTTCACAATGGTTCTAG 

ACGCATTGATTCCATGTTTGCTCACAGATGAAGTGGCC^ 

TCTGTACTCTCAACCAACATGAAGCATCTCTTGATGTGGAC^ 

AACAGTGTACTATTCTGTCGAATACCAGGGGGAG 

GGATCCCCAGCAGCTGGTGCTCACTCACTGAAGGTCCTGAGTG 

ACGGCCACTGTGCCATACAACCTTCGTGTCAGK^^ 

GAGCATCCTGAAGCATCCCTTTAATAGAAACTCAACCATCCTTAC 

TCACCAAAGATGGCTTCC^CCTGGTTATTGAGCTGGAGGA 

CTTGTGGCCTACTGG&GGAGGGAGCCTGGTC 

GGGTATTCCAGTGCACCTAGAAACCATGKaAGCCAGGGGCTC 

CATTCGTGAAGGCCATTGGGAGGTAC&GCGCC 

GGAGAGGCCATTCCCCTGGTACTGGCCCTC 

GGTCGTGCCACTGTTCGTCTGGAAAATGGGCCGGCTGCTCCAGTACT^ 

TGGTCCTCCCAGACACCTTGAAAATAACCAATTCACCCCAGAAGTTAAT<^ 

GAGGAGGTGGATGCCTGTGCCACGGCTGTG 

CTGAEkSGTTTGOSGAAC^^ 

ATGLAGKSGGACAAGTTGTGTTTCT^ 

GCCTGTTGTCTACAAGTCTAGAAGG^CGAT^ 

TGACTGAGGCTTAGGGGATGTGAC^ 

CTGGGAAAAGTGACTTCATCCCTTCGGTCCTAAGl^ 

TACACACCTGCTAAACACAC^CACACAGAGTCTCTCT 

TACACCCAGCACTTGCAAGGCTAGAGGGAAACTGGTGACACTCT 

TGTTTCTGGAGAGCAGGACATAAATGTATGATGAGAATGATC^ 

GGCTTGGAGAGCCCACTTTCCCAGAATAA 

TGTTGAGTTCACTTCAAGCCCA^ 

AGGTGACCTGGAGGAAGGTCACAGCCACACTGAAAATGGGAT 

CATGAACTACT3TAAAGTGTTGACAGTGTGTGCACACT 

GTGCAATGCGACGAGAATGCAGAAGTCAGTAACATGTGCATGTTTGTTC 

TGTTGGTAAAGTACAGAATTCAGCAAATAAAAAGGGCCACCCTGGCCAAA^ 

AAAAAAAAAA 



FIGURE 142 

</usr/seqdb2/sst/DNA/Dnaseqs.rain/6B.DNA57033 
<subunit 1 of 1, 311 aa, 1 stop 
<MW: 35076, pi: 5.04, NX(S/T) : 2 

MQTFTMVLEE I WTSLFMWFFYAL I PCLLTDBVAI LPAPQNLS VLSTNMKHLLMWS PVIAPGE 

TVYYSVEYQGEYESLYTSHIWIPSSWCSLTEGPECDVTDDITATW 

SILKHPFNRNSTILTRPGMEITKDGPHLVIELEDI^PQFEF 

GI PVHLETMEPGAAYCVKAQTFVKAIGRySAFSQTECVEVQGEAI PLVIiALFAFVGFMLILV 
VVPLFVWKMGRLLQ YSCCF7VVLPDTLKITNS PQKL I SCRREEVDACATAVMS PEELLRAWI S 

Important features: 
Signal peptide: 
amino acids 1-29 

Transmembrane domain: 

amino acids 230-255 

N-glycosylation site* 

amino acids 40-43 and 134-137 

Tissue factor proteins* 

amino acids 92-119 

Integrins alpha chain proteins 

amino acids 232-262 



FIGURE 143 



tcckk:tgatgc&catctgg^ 
cctggccggctctagaacaattcaggcttcgcto 

TTCTGAAGAAAGATGGCTGAGATGACAGAATGCTTTATTTT^ 
TCAAACTGAGTCTACCAAATGCAGACTTTGACAAT 
TTTCATGTGGTTTTTCTACGCATTGATTCCATGTTTGCTC^ 
CTGCCCCTC^GAACCTCTCTGTACTCTCAACCAA 

GTGATCGCGCCTGGAGAAACAGTGTACTATTCTGTCGAATACCAGGGGGAGTACX1AGAGCCT 

GTAC^CGAGCCACATCTGGATCCCCAGCAGCTG^ 

ATGTCACTGATGACATC^CGGCCACTGTGCCATACAAC^ 

TGACAGACCTCAGCCTGGAGCATCCTGAAGKIATCCCT 

CCX^CCTGGGATGGAGATCACCAAAGATGGCTTNCACCTGGTTA 

GGCCCCAGTTTGAGTTCCTTGTGGCCTANTGGAGGAG 

GTTNGCGAACrCCTTGCGGCCGCTGGGGTATCTCTCGAGAAAAGAGAGGCCCAATATGACCC 
ACATACTCAATATGGACGAANTGCTATTGTCCACX!TGTTTGAGTGGCGCTGGGTT<^ 



FIGURE 144 



CX:C^aX:GTCCGCC(^TOCGTCCGAGGGACAAGAGAGAAGAGAGACTGAAACAGGGAGAAGA 
GGCAGGAGAGGAGGAGGTGGGGAGAG<^CGAAGCTGGAGGCCGACACTGAGGGAGGGCGGGA 
GGAGGTGAAGAAGGAGAGAGGGGAGAAGAGGCAGGAGCTGGAAAGGAGAGAGGGAGGAGGAG 
GAGGAGATGCX3GGATGGAGACCTGG&GTTAGGTGGCTTGGGA 

GGAGAGGAGGTGTGGGTTAGGAACCAAGAGGTAGCCCTGTGGGCAGCAGAAGGCTGAGAGGA 

GTAGGAAGATCAGGAGCTAGAGGGAGACTGGAGGGTTCCGGGAAAAGAGCAGAGGAAAGAGG 

AAAGACACAGAGAGACGGGAGAGAGAAGAAGAGTGGGTTTGAAGGGCGGATCT CAGTCC CTG 

GCTGCTTTGGCATTTGGGGAACTGGGACTCCCTGTGGGGAGGAGAGGAAAGCTGGAAGTCCT 

GGAGGGACAGGGTCCGAGAAGGAGGGGACAGAGGAGCTGAGAGAGGGGGG^ 

CAGGGGTCCCTCGGAGGCCTCCTGGGGAJTGGGGGCT 

GCTGGTACTCTGGGCTGC&CTGGGGGCaGCAGCTC^ 

ACTGGTGGAGCTACAAGGATAATCTCCAGGGAAACTTCG 

CTGGTGAATGCAGCGTGGAGTCTGTGTGCTGTGGGGAAGCGGCAGAGC^ 

GCTGAAGAGGGTTCTTTATGACCCCTTTCTGCCCCCATTAAGGCTCAGCACTGGAGGAGAGA 

AGCTCCGGGGAACCTTGTACAACACCGGCCGACATGTCTC^ 

GTGGTCAATGTGTCTGGAGGTCCCCTCCTTTACAGCCACC^ 

GTTTGGAGCTCGCGACGGAGCCGGCTCGGAAC&TGAG^ 

AGGTGCAGCTCATTCACTTCAACCAGGAACTCTACGGGAATTO 

CCCAATGGCCTGGCCATTOTCAGCCTCTTTGTC^UVCGTTGCCAGTACOT 

CAGTCGCCTCCTTAACCGOSACACC^TCAXr^^ 

TTCAAGACCTGAGCCTGGAGCTCCTGTTCCCTGA&TC^ 
TCTCTCAGCACCCCGCCCTGCTCCGAGACTGTCACCTGGATCCTCATTC 

TATCACCTCCCTTCAGATGCACTCCCTGAGACTCCTGAGCCAGAATCCTCCATCTCAGATCT 
TCGAGAGCCTCAGCGGTAACAGCCGGCCCCTGCA^ 

AACAGGGACCCCCX3GCACCCCGAGAGGCGCTGCCGAGGCCCCAACTACCGCCTGCATGTGGA 

TGGTGTCCCCCATGGTCGCTGA^ACTCCCCTTCGAGGATTGC^CCCGCCCGTCCT 

CCCACAAGGCGAGGGGAGTTACCCCTAAAAC^yVAGCTATTAAAGGGACAGAATACTTA 



FIGURE 145 

</usr/seqdb2/sst/DNA/Dnaseqs . min/ss . BNA34353 
<subunit 1 of 1, 328 aa, 1 stop 
<MW: 36238, pi: 9.90, NX(S/T) : 3 
MGAAARLSAPRALVLWAALGAAAHIGPAPDPEDWW^ 

AVGKRQSPVDVELKRVLYDPFLPPI^STGGEKLRGTLYNTGiarVSFLPAPRPW 
kYSHRLSELRIiLFGARIXSAGSiniQINHQGFSAEVQL^ 

FVNVASTSNPFLSRLLNRDTITRISYKNDAYFLQDLSLELLFPESFGFITYQGSLSTPPCSE 

TVTWILIDRAIJJITSLQMHSIJiLLSQNPPSQIFQSLSGN^ 

RCRGPNYRLHVDGVPHGR 

Important features: 
Signal peptide: 

amino acids 1-23 

Transmembrane domain * 
amino acids 177-199 

N-glycoeylation site. 

amino acids 118-121, 170-173 and 260-263 

EuJcaryotic-type carbonic anhydrases proteins 

amino acids 222-270, 128-164 and 45-92 



( 



FIGUR E 14 $ 



GGCX^CTGGTTCTGGGCGT^ 

(OTCXSTGTCCCCGCCCCTCGCT^ 

GCAGCTCanTCCCACO^ACTGCAGOT 

CGCAGAGGCGGAGGCTCGCGTATTCXJT^ 

GC?GAGCGGGGCTCTOOGTCTGCGGTCCCTTGTGAAGGCTCT 

CACCTCTCCCAGGAAACTTCACACTGGAGAGC^ 

ATCCTGAGGTC^TTCAT TATGA AGTGTACCQCQO 

GCAATTCCAG(X!ATGGTGGTT(XX^ 

GAGTGGTCGATAGC^^ 

AATAAATTAOGAAGTCAGGTGTATCCAACAGCCT 

TCTGCAGAATCCTGGGCTGAAAQTTGCTTG^ 

TTGGGAGCACACTGGGGAAGATATAGGCXXrCCGACGTra 

AGCTACCCATATGAACATGAATGCAACCCATATTGTC 

C^^TCGTGTGGGCAACTAGTAACAGAATCGGTTQTGCX^ 

ATATGGCCCAAAGCTGTCTACCTGO 

C&TGGG03GCCCTGTTCTGCTTO^ 

TC^GACAGGTATTATCCCCCTCGAG^^ 

CATGTOCXXSAaU^GMCJAaAT^ 

TGTGAAGTAAGATTAAGAGATCAGTGCAAAGGAAC^ 

AGTAAAGCTAAAGTTATTGGCAGTGTACATTA^ 

ATAATAGACAATGATGGTGGCTGGGTAGATATCACT 

AATGGTATTCAAACAATTGGCAAATATCAGTCTGCT 

ACTTGTGAAACAACTOTGGAACAGCrCr^ 

CGTAACTGTATGCAAGCAAATCCACATTATG^ 

TGCAGAGCAGCAGTACATGCTGQAGTGGTTCGAA 

AAGACCTACATTGCTTCTTTTCA^ 

AGAGTGTTTOCTGTTGTGIS&AACTGAA 

ATTTTGTATAAAACICTAACATTACTG^ 

TAAATCTTGATAAACAAAGTCTATAAAATAAAA^^ 

TTTTAGAAATCCTGTGTTAAATATTGCT 

GTTCTACXSTTTCATATATTAIIATGGTC 

GCCCTCAGRAAATCATCTAGTGCATTTAAAAATAA 

AGTOCAATGCTATGCCATTACCAACTCCAAATAATCT 

TGTTAA2TTAGGCATATAGAATATTAAA 

CAAATGAATCTGTTAAAATGTTTGATTC^^ 

ATGAAAACATTCCTAGTGATCATG^^ 

AAATTGAGGTCACATATTTTCITTTGTA 

GAACAAAGATGAACTAATGTATTACATTACCA^ 

ATATTGCX^TATCATGGTACCTATAAT^ 

AATCTGTAAAATGTTAGTTTTGGTAATIT^ 

TAAACATTAAAATTAATCATGTTTCAAAAAAAAAAAAA 



FIGURE 147 

</usr/seqdb2/sst/DNA/Dnaseqs .rain/ss . DNA45417 
<subunit 1 of l, 500 aa, 1 stop 
<MW: 56888, pi: 8.53, NX(S/T) : 2 
MKCTAREWLRVTTVLFMARAIPAMVVPNATL^ 
QSILDLHNKLRSQWPTASNMEYMTWDVELERSA^ 

GRY^PTFHVQSWYDEVKDFSYPYEHEa^YCPFRCSGPVCTHYTQVWATSimiGCAINLC 
HNMNI WGQ I WPKAVYLVCNYSPKG3^WWGHAPYKHGRPC S ACPPSFGGGCRENIjCYKEGSDRY 
YPPREEETNEIERQQSQVHDTHVRTRSDDSSRNEVISAQQMSQIVSCEVRLRDQCKGTTCNR 
YECPAGCLDSKAKVIGSVHYEMQSSICRAAIHYGIIDl^^ 
QTIGKYQSANSFTVSKVTVQAVTOSTTVEQLCPFHKPASHC^ 

TRVYSDLSSI CRAAVHAGVVRNHG6YVDVMPVDKRKTYIASFQNGI FSESLQNPPGGKAFRV 
PAW 

Important features: 
signal peptide: 
amino acids 1-20 

Extracellular proteins SCP/Tpx-l/Ag5/PR-l/Sc7 protein 
amino acids 165-186, 196-218, 134-146, 96-108 and 58-77 

N-glycosylation site 
amino acids 28-31 



FIGURE 148 



GCGK3AGACAAGCXaCAGAGCGCAGC<^^ 

CAGC CGGAGCCAGCAGAGC CGGAAGGCGCGCCCCGGGCAGAGAAAGCCGAGCAGAGCTGGGT 
GGTOTCTCCGGGCCGCCXXrrCCGACGGGCCAGCGCCCTC 
O^CCCTCCGGTCAGCATGAGGCTCCTGGCGGCCGCGCTGCT^ 
ACACCGCGOSTGTGGACGGGTCCAAATGCA^^ 

AGCGACGTGAAGAAGCTGGAAATGAAGCCAAAGTACCCGCACTGCGAGGAGAAGATGGTTAT 

CATGACCACGAAGAGCXnXn'CCAGGTACCGAGGTCA^ 

AGAGCACCAAGCGCTTCATCAAGIX^TACAACXSCCTGGA^ 

GAA3*G^3GTGAAAAACCTCAGAAGGGAAAACTCCAAAC CAGTTGGGAGACTTGTGCAAAGGA 

CTTTGCAGATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGCCTTTC 
TTTCTCACAGGCATAAGACACAAATTATATATTGT^ 

TTTTTACATTTTATAGCTGCGTGCGAAAGGCiTCCAGATGGGAGACCCATCT 

CC^GACTTCATC^CAGGCTGCTTTTTATCAAAAAGGGGAAA^ 

AAAATGCTTTTTTGTATTTGTCCATACGTCACTA^ 

GGAACAATGAGCTTGGTGGACACaTTTCATTGCAGTGTTGCT 

TTCCGCTTAGAGGTCCTGGCGCCTCGGCAGAGCTGCC^ 

GTCACAGCCTCAGTGTGaCTCC^CAGTGGCCCCTGTAGCCGGGCAAGa^AGCAGGTCrCT 

CTGCATCTGTTCTCK^GGAACTCAAGTTTGGTTGCCAGA^ 

GGTTAATTTTTACACACCCTAGGAAACATTTCCAAGATCOT 

CTTAAAG^GGTGTGGGGTCTTTCCCAACCTGAGGATTTCTC 

TTTAATGCTTCAGAAGCATGTGAGGTTCCCAACACT 

TAAAAATATATGAATAC^TGCGCAATACAC^GCTACAGACACACATTCTGTTGAC^ 

AACCTTCAAAGCATGTTTCTTTCCCTC^CCACAACAGAACAT^ 

TTGTGATTCCCCATGTAATTCTTCAATGTTAAACAGTGCAGTCCTCTTTW 

GACCATGCGCCCTTTCCTCTGTACaTATACCCOTAAGAACGCCCCerCCAC^CACTGCCCCC 

CAGTATATGCCGCATTGTACIXSCTGTGTTATATGCT^ 

TGCATGCAGGTTTCATATTCTTTCTAAGATGGAAAGTAA 

AAAAAAAAAAA 



FIGURE 149 

MSLLPRRAPPVSMRLLAAALLLLLLALYTARVD6S 

CEEKMVI ITTKSVSRYRGQEHCLHPKLQSTKRF I KWYNAWNEKRRVYEB 

Signal sequence: 
amino acids 1-34 



FIGURE 150 



GCX^CCAGGGACTGCTATGGCTTCCTTTGTTG 

GTTAACTGCTCTTGCCATCAAGTTCMCCrrC^ 

CAAAATCCGGGG<XTAAGAACACCGTTACC^ 

TGCCTCACC<X£CACTGGA^ 

TACTC^TTTGCTGCTGTGTGCCCCCAGC^ 

TACCGCCAATTTGGAIACTTTGATGACC^^ 

TATTC&TGATGAGAAOK^ 

(^TGATTQACGGCAGCATTTTGGCAAGCTACX^ 

AGGQTTTTTAAGTACCGGTGACXaQGCAGC^ 

GATOGAGGAGAATGTGGGAGCCTTTGGCGGGG^^ 

CTGTGTCAGCCTGTTGACCCTGTCC^ 

CCTQTCCAGCTGGGaUSTGAACTACa^ 

GCTGGACACCACGGACATGK3TAGAATC 

GGCC&OCTACCACATAGCCT^ 

GCAAGGCX^GTTCXTC^ACTAC^ 

CQTOGBVTAACSGAGGACXjGTGTGACGCCCAAOG^ 

CTACCCTGAAGGGAAA^CACTTTGOGGGAQAOT 

GGAGACXX3GGOGGAAAAOOCTGGTGGCTCTCTTTACTGA 

GCACXKXK3^A03GCTCX:CCC3^ 

GGCAG&TTOGGCX^ 

TTGTAACTTTTCCAAGAACXaACXJTCATGCTC^^ 

TGATCCAAATCAACCAGTTCCTCAGiGATACCAAGra 

GTCCAAGTATAATCCCAAAGACCAGCTCTATCTG 

AACGAAAGTGGCTTTCTGGTTGGAACTCGTTCCT 

AACOUaAAGGTTCCTCCACCAGACATGA 

AACCACCAAACGCCCAGCAATCACTC^^ 

GGAGAC3VACTOTCCTCATTGAAW 

GCTCXITCTTCCTCAACATCTTAGCTTTTGC^ 

(KXTCCCXAGTCCCCAGft 

GAAGCAGCTGGAACACGATCAajA^ 

CTAC^CXICriXACGCTGOTC^^ 

CACACTGACGGGGATGCAGCCTT^ 

CGGACATTCXACCACTAG^TASaGCTTTGCCCT 

AGAAGAGGGAAGGAAAGAGAGAAGGAAAGAGAGAGAGAAAjGAAAGT^ 

GACTTAAGACAAAAATGCAAAAAGGCM^ 

AAGATCAACTTCTGACCCTG1K3AAATGT^ 

CKX^TCAATGTTTAGTGTGATAGGA 

GACACTTCTGAAACTCAGCCAAGQACA 

CACACAATGGATGGCTCTCCTTAAGTG^ 

AGAGAAGGAAACGTAGAAATTTATTATTAA^^ 

GTGTTTTGCCAGCCTGAACTATATT^ 



FIGURE 151 



MLNSNVLLWLTALAIKFTLI DSQAQ YPWNTNYGKI RGLRTPLPNS I LGPVEQYLGVPYASP 

PTGERRFQPPEPPSSWTGIRNTTQFAAVCPQHLDERSLL^ 

EDCLYLNIYVPTEDGANTKKNADDITSNDRGEDEDIHDQ^ 

DGSILASYGNVIVITINYRLGILGFLSTGDQAAKG^GLLDQIQALRWIEEW 

VTIFGSGAGASWSIJjTLSHYSEGLFQKAIIQSGTMiSSWAVNYQPAKYTRILADKVGCNML 

DTTDMVECLRNKNYKELIQ^TITPATYHIAFGPVI 

NOGEGLKFVDGIVDNEDGVTP1TOFDFSVSNFVDNLYGYPEGKDTLRE 

ETRRKTLVALFTDHQVTVAPAVAADLHAQYGSPTYFYAFYHHCQSEMKPSWADSAHGDEVPYV 
FGIPMIGPTELFSCNFSKNDVMLSAWMTYWTO 

WSKYOTKDQLYLHIGLKPRVRDHYRATKVAFWLELVPHLHNLNEI FQ WSTTT 

FPYGTRRSPAKIWPTTKRPAITPANNPKHSKDPHICrGPEDTTVLIETKRDYSTELSVTIAVG 

ASLLFLNILAFAALYYKKDKRRHETHRRPSPQRNTTNDIAHI^ 

SLQAHDTLRLTCPPDYTLTLRRSPDDIPLMT^ 

LPHGHSTTRV 

Signal sequence t 

amino acids 1-24 

Transmembrane domains : 
amino acids 189-204, 675-692 



FIGURE 152 



GGGAAAGaTgKX^GACTCTG^ 

cggctcgggatggotccaggatgttactccttcttcttttgttggggtctgggcaggggcca 

(^gcaagtcggggcgggtcaaacgttcgagtacttqajvacgggagcact 

ctacc&gggtgtgggcacaggc^gttcctcactgtg 

tgacccagtatatccxxx:ttaccccagatatgca^ 

gtgccatgtttcctgagagactgggagttgcaggtgc& 

GAAGAATCTGCATGGGGATGGCTTGGCAATCTGGTACACAAAGGATCGGATGCAGCCAGGGC 

CTGTGTTTGGAAACATGGACAAATTTGTGGGGCTGGGAGTATTTC 

GAGGAGAAGCAGCAAGAGCGGGTATTCCCCTACATCTCA^ 

CAGCTATGATCATGAGCGGG&TGGGCGGCCTACAGAGCTGG^ 

GCAATCTTCATTACGACACCTTCCTGGTGACT 

ATGGATATTGATGGCAAGCATGAGTGGAGGGACTGCATTGAAGTG^ 

CCGCGGCTACTACTTCGGCACCTCCTCCATC^ 

TTTCCTTGAAGTTGTTTGAACTGAC^GTGGAGAGAACCCCAGAAGAGGAAAAGCTCCATCGA 

GATGTGTTCTTGCCCTCAGTGX3ACAATATGAAGCT 

CCTGAGTGGCCTGCTCCCTCTTCCTCaTCGTCTTTTTCT 

TAGTCATTGGTATCATACTCTACAACAAATGGCAGGAACAGAGCCGAA&GCGCTTCTA CT 

GCCCTCCTGCTGCCACC^CTTTTGTGACTGTCACCCATGAGGTATGGAAGGAGCAGGCACTG 

GCCTGAGCATGCAGCCTGGAGAGTGTTCTTGTCTCTAGCAGCTGG 

TCACTGGAGTTTTGAATGCAGGGACCCCGCATTCCCATGGTTGTGCATG 

CTGGTCTGGGAAGCCACCCACCCCAGGGCAATGCTGCTGTG^ 

TTCCATGTGGGAGCAGAGGTGTGAAGAGAATTTACX3TGGTTGTGATGCCAAAATCACAGAAC 

AGAATTTCATAGCCCaGGCrGCCGTGTTGTTTGACTCAGAAG^ 

AATCCAOU^GAATTAAAAACTGGTAACACCACAGGCTTTCTGAC^ 

TTGCATTTGACCCAACCCTCTGCCTACCTGAGC^GCTTTCITTGGAA^ 

TCTTCCCTGCCTTACCTTCCTTTCACTCCATTC^^ 

GGAAAGGCATTTGGATGCCTCTCTGTTGGGGCCTGGG^ 

TGGCCTTCATTAGGTGGCCCTAGGGAGATGGCTTTCTGCTTTGGATC^ 

GGGTCTTGGGTCTATTGGCATGTCCATGGCCTTCCCAATCAAGTCTCTTCAGGCCCT 

AAGTTTGGCTAAAGGTTGGTGTAAAAATC^GAGAAGCCTGGAAGACATCATGGATGCCATG 

GATTAGCTGTGCAACTGACCAGCTCCAGGTTTGATCAAACCAAAAGCAACAT^ 

GTCTGACCATGTGGAGATGTTTCTGGACT 

TACGATTTTTGGAATCCCACTTTGAGTGCTGAAAGTGTA^ 

GGGCTTGGATATTGCCCAGAGAAGAAATTTGGCTTTTTTrTTCTTAA 

TGCTGTTCTCATGTTCCAAGTCTGAGAGCAACAGACC 

CACTGTCATTGAGCAGCACAGCCTGAGTGCTGGCCTCTGTCAACCCTTATTCCACrrGCCTO 

TTTGACAAGGGGTTACATGCTGCTCACCTTACTGCCCTGGGATTAAAT<^GTTACAGGCCAG 

AGTCTCCTTGGAGGGCCTGGAACTCTGAGTCCTCCTATG^CCTCTGTAGCCTAAATGAAAT 

TCTTAAAATCACCGATGGAACCAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGTCG 

ACCTGC^GTAGGGATAACAGGGTAATAAGCTTGGCCXSCCATGG 



FIGURE 153 

></usr/seqdb2/sst/DNA/Etoaseqs.min/sB.DNA50911 

xsubunit 1 of 1, 348 aa, 1 stop 

><MW: 39711, pi: 8.70, NX(S/T) : 1 

MAATLGPLGSWQQWRRCLSARDGSRMLLL^ 

GVGTGSSSLWNLMGNAMVMTQYIRLTPDMQSKQGALWNRVPCF 

ISGDGLAIWYTKDRMQPGPVFGNMDKFVGIX5VFVDTW 

DHERIX3RPTELGGCTAIVRNLHYDTFLVIRYVKRHLTIM 

YYFGTSSITGDLSDNHDVISLKLFELTVERTPEEEKLHRDVFLPS 

GLALFLIVFFSLVFSVFAIVTGI ILYNKWQEQSRKRFY 

Signal sequences 
amino acids 1-38 

Transmembrane domains 
amino acids 310-329 



PI QUES 3 . 54 



CTGATGGTGGGTCGTTAACCTCA3TC3QGQACTC 
TGGGGTCTGGCTOWSaUVrr^ 
GACATGTTCXICGATTTGAGGTGA^ 
TGCTGCTGCTGGCCCTCGCTGC^ 
CGACTCCTAAC^TGGAATGAGTAC^^ 
' <^GACCX!CGTTTATGAAGCT 
CGCATCATTTTAAGCTGGTCTCA^ 
AAACAAAGCGAC^GAAATTGACTGCACTCTGGTGGCT 
TTAGTCAC&TGTCAAAAGGATa^^ 
CATTGTGTG&GATGGGAGAGCTCACACAGAC^ 
TCIATCTAAAGAAACACAAACTCCTGCCX^^ 
GCa^CCCTAOtftflGTGGGC^^ 
GGCAO^AGCCAAGTGkrGCTGirrCTGCT 
AGCGTCGTCAQTACCTCXTTACXjTTTGAAAAAC^ 
ATGTCCCCACCAAGCAGCTTAGAGCT(^^ 
TTCCCIOTACCAGAAATGGCTGTGTT^ 
GGGAAAQACGGGS^GAAGAAATTGTACTTCGGGTACT 
GCOSGATGCAGCGTGCCACCGAGGGCAC^^ 
CACCAGTTCTaU3T<XXTr^ 
GGCAAGACAGAGAAAAGCCCAGTGAACATTCa^^ 
CTTTCTGCCAAGACCACCACAAGCGTT^ 
GGGACATGTTTGTAGCCXriXjGGTC 
TATGCAGTACAGCAGTATAGAATCCATGCCA^^ 
TAAGGGTAGAAGATTATTGCTTTTTAAAGGCT 
AAGCACATTGCTGCAATGTGGTACGTGAATl^ 
TATCATAGCCAG&CTTCXXTEAGAATGC^ 
TCTTCT<3GCCTQCCCCATGTTACTATC 
TTTACCTTGTCCTTGTTAAGAATTTCrr^ 
GCCAGATTGTAAATATTTCAGACT<n^ 
TTCTGAAGCAGGAAAGCCACGACAG^ 
GATOSTGACC AGAC TTGGCCXX^ 
ACTTCCAGaCTTTGAGAA 

CAGAATTTGGTOTXSTATCTGACACTAGSUICAAAACT^ 

AACTGATTAGAAGAATACTTGATGTTTATGAT^ 

CTGCTGTAGTCTATTTGCTGTATATGCT^ 

GAGGCIAGAAGATGAATTCAGGCACT^^ 

ACTGGATTCATTTTTAAACCATTTTC^ 

AGAACTTTCCTATTAGGTAGTTTACA^ 

TG MTT CTGA ACTAATGGTO CTAA^ 

AACTTTTTCTCTTTGTTTT^^ 



FIGURE 155 



></usr/seqdb2/sst/DNA/Dnaseqs .rain/as .DNA48329 
xsubunit 1 of 1, 480 aa, 1 stop 
><MW: 55240, pi: 9.30, NX(S/T) : 2 
MLFrajRFLLLLALAMiLAFVSLSLQFFHLIPVSTP 

RALLYCNIPSVAERSMEGHAPHHFKLVSVHVFIRHGDRYPLYVIPKTraiPSIDCTLVAin^ 
YHPKLEAFISHMSKGSGASFESPLNSLPLYPNHPLCEMGE 

KHKLLPlTOWSADQLYLETTGKSRTLQSGrJVLLYGFLPDFDWKKIYFRHQPSAIiFCSGSCyCP 
VRNQYIjEKEQRRQYLLRLKNSQLEKTYGEMAKIVDVPTKQLRAANPIDSMLCHFCHNVSFPC 
TRNGC^MEHFKVIKTTHQIEDEl^RREKKLYFGYSI^ 

ALYSAHDVTLSPVLSALGLSEARFPRFAARLIFELWQDREKPSEHSVRILYNGVDVTFHTSF 
CQDHHKRSPKPMCPLEl^VRFVKRDMFVALGGSGTNYYDACHREGF 




Signal sequence: 
amino acids 1-18 



FIGURE 156 



AAAAAAGCTCACTAAAGT^ 

GCTATTTAAGAGATAAAAACG&AATATCCTTT^ 

G<XGCTC^TC^CCAATCGC5GGAGAGAAAAGCG 

AGCTAGGAATGAACCATCCCTGGGAGTAT^^ 
GGGa3AAGG ^ CTGCT 

TCCTGCGCGACTGCACCX3GG^ 

ATGCACCCAGATACGCTATTCAGTTCCGGAAGAGCrG^ 

GGGGCTGGAGCCCCX9GGAGCTCGCGGAGCGCG6AG 

GAATCXX3CGCAG£X3GCAjGCTTG^ 

TCAATTAAATCTAGACATTCTGATCGAGGATAAAG 

CGACAATGCGCCITACrTTCGTGAAAGTGAAT^ 

CCCTCTACOX3K^^ 

CTTCTCCXyiX^TOGTOC^ 

CGAAGAAAAGGCTGCTCACCACCTGGTCCITAC^ 

CATCCGCGTGATGGTTCTGGATGOj^CGACAACGC^ 

GGAGAATCTGGCCTTGGGCACGCAGC^^ 

GAGGTATTCCTTCOGGTATGTGGACGaCAAGGCGGCCCAAG^ 

AACAATAGGGGAGTTGGACCACXaAGGAGTCAG^^ 

TTCTGCQa^CCAAAGTCCTGATCACTCT^ 

CX3<X^GCTCC^T<XXX5AAA^ 

GGAAAACGGACAGGTGATCTGTTTCATCCAAG 

TAGTTTAGTCACAGACATAGTCTTGGATAGGGAAC^ 

GGGAACCCXXXTCOTATCCA^^ 

CCCrCAGGCCTCCTATTCCGCTTATATCCCAGAO 

CGACCXXX3ACrGTGfcA© 

GTCCTACGTGTCXATCAAC^^ 

CTTGCAAGTG^VAGTGATGGCXSCG^ 

GCT<3G&CCAGAAOGACAAT<^^ 

GGCTCXXXXXTTCCGCAGAGCCCX^CT^^ 

CTGGCTGTCCTACCGTCTGCTCAAGGCCAGC^^ 

CACGGCGCGAGCCCTGCTGGAC^^^ 

CCCTCTCXCCGCCACTGTa^^ 

CCTOWmnXX^GCTAACTCTGAA 

CGTCTTCCTGGCXTrTCGTCATCra 

TTCAGGAGGCGGCTTGACAGGAGCGCaSGCGT^^ 

CTATTCCCACGAGGlTTCCCrCACCACGGACT^ 

CATGCTCGTC^CCAGGAGAGCTTTGAAA 

OVGTCMrcGGTTAATTG&G^ 

TGGAGTGCAGCGGTACGATCATAGCTCAC^ 

CCGGTGTAACAGGGACTACAGCJZXaCAAGCCACCTACTO 

CTATCTATCTATCTATCTATTACTTTCr^ 

CGAGGCX3GGTGGATCACCTGAGGTTCX3GAGTT^ 

AAAAATACAAAATTAGCCGGGCGTGGTGGTGCATGTCTG^ 

TGCTTTAACCPGGGAGOTGaA^ 

AAACTCTATCTCA 



FIGURE 157 

></usr/seqdb2/sst/DMA/Dnaseqs .min/ss .DNA48306 

xsubunit 1 of 1, 916 aa, 1 stop 

><MWi 100204, pi: 4.92, NX(S/T) : 4 

MIPARLHRDYKGLVLLGILLGTLWBTGCT 

GVRI I PRGRTQLFALNPRSGSLVTAGRIDREELCMGAIKC^ 

DINDl^YFRESELEIKISSNAATEMRFPLPHAWDPDIGKNSLQSYELSPNTHFSLIVQN^ 

rX3SKYPELVLKRALDREEKAAHHLVI,TASDGGDPVRTGTAR 

ASVPENLALGTQLLVVNATDPDEGVNAEVRYSFRYTO 

ESGFYQMEVQAMDIJAGYSARAKVLITVLDVNDNAPE 

IXiDSEENGQVICFIQGNLPFKLEKSYG 

ETHISLNVADTNDNPPVFPQASYSAYIPEmPRGVSLVSVTAHDPDCEENAQI 

QGASLSSWSINSDTGVLYALSSFDYEQFRDLQVKVMARDNGHPPLSSNV^ 

APEILYPALPTDGSTGVELAPRSAEPGYLVTKW^^ 

LHTGE VRTARAIJLDRD ALKQ S L WAVQDHGQPPLS ATVTLTVAVADS I PQVLADLGS LE S PA 

NSETSDLTLYLWAVAAVSCVFLAFVILL 

GVQAFLQTYSHEVSLTTDSRKSHLI^^ 

IEVSLYQIFFLFFFNCSVSQAGVQRYDHSSLRPQTPRLKQLSHLCLRCNRDYRCKP 
IYLSIYLSIYLSIYLLLSCHXJSLTPVIPVLWEAEAGGSPE^ 

Signal sequence: 

amino acids 1-30 



Transmembrane domains: 

amino acids 693-711, 809-823, 869-888 



FIGURE 158 



CCCAGGCTCTAGTGCAGGAGGAGAAGGAGGAGGAGCAGGAGGTG<^GATTCCCAGTTAAAAG 
GCTCCAGAATCGTGTACCAGGCAGAGAACTGAA(nA£TGGGGCCT^ 

TCAGTAGGTGACCCCGCCCCTGGATTCTGGAAGACCTCACC^SSGGACGCCCCCGACCTCGT 
GCGGCC^^GACXSTGGATGTTCCTGCTCTTGCTGGGGGGAGCCTGGGCAGGACACTCCAGGGC 
ACAGGAGGACAAGGTGCTGGGGGGTCATGAGTGCCAACCCGATTCGCAGCCT^ 
CCTTGTTCOKSGGCCaGCA^^ 

ACAGCTGCCCACTGTAAAAAACCGiUy^TACACAGTACGCCTGGGAGACCACAGCCTACAGAA 

TAAAGATGGCCCAGAGCAAGAAATACCTGTGGTTCAGTCCAT<^ 

GCAGOSATGTGGAGGACGACAACCATGATCTGATGCTTC^ 

CTGGGGTCCAAAGTGAAGCCGATCAGCCTGGCAGATCAT^ 

CACCGTCTCAGGCTGGGGCACTGTCACC&GTCCCCGAGAGAATTTTC^ 

GTGCAGAAGTAAAAATCTTTCCCCAGAAGAAGTGTGAGGATGCTTACCCGGGGCAGATC^ 

GATGGCATGGTCTGTGC^GGCAGCAGawyiGGGGCTGACACGTGCCAGGGCGAOT 

CCCCCTGGTGTGTGATGGTGCACTCC&GGGCAT<^ 

GGTCCGLACAAACCTGGCGTOTATACCAACATC^ 

ATAGGC^GCAAGGGCT^TTCTAGGATAAGCACTAG 

CTGGTTC 



FIGURE 159 

</usr/seqdb2/sst/DHA/Dnaseqs •min/ss .DHA48336 
<subunit 1 of 260 aa, 1 stop 
<MW: 28048, pi: 7,87, NX{S/T) : 1 
MG&PRPRAAKTWMFLLLLGGAWAGHSRAQ 

VGGNWVLTAAHCKKPKYTVRLGDHS LQNKDGPEQE I P WQS IPHPCYNSSDVEDHNHDLMLL 

QLRDQASIfiSKVKPISLADHCTQPGQKCW 

AYPGQITIX3MVC^GSSKGADTCQGDSGGPLVCrX5ALQGITSWG 

LDWIKKIIGSKG 

Important Features: 
Signal peptide: 

amino acids 1-23 

Transmembrane domain: 

amino acids 51-71 

N-glycosylation site. 

amino acids 110-113 

Serine proteases, trypsin family, histidine active site, 
amino acids 69-74 and 207-217 

Tyrosine kinase phosphorylation site* 
amino acids 182-188 



Kringle domain proteins motif 

amino acids 205-217 



FIGURE 160 

GGCGCCGGTGCACCGGGCGGGCTGA^^ 

CGCGCCGCCCACGCCCCAACCCCGGCCCGCGCCCCCTAGCCCXCGCCCGGGCCCGCGCCCGC 

GCCCGCGCCCAGGTGAGCGCTCCGCCCGCCGCGAGGCCCCGCCCCGGCCCGCCCCCGCCCCG 

CCCCGGCCGGCGGGGGAACCGGGCGGATTCCT 

ATTCATCCTCCCGGCGGCCCGCGCTC^ 

CCCTGTGCGCCCraCGCGCCCTC^ 

GGAGCGCGCCGAGCCTCGTCCCGCGGCCGGGCCGGGGCCGGGCCGTAGCGGCGGCGCCTGGA 

TGCGGACCCGGCCGCGGGGAGACGGGCGCC^ 

CCCGCCCAACCCCTACGATCAAGA 

CTGTGGCTGCAGGCCTGGCAGGTGGCAGCCC 

GCCCAAGGTGACGACAAGCTGCCCCCAGCA^ 

CTGCCAGCCAGCGCATCTTCCTG<^CGGC^ 

CGTGCCTGCCGCAACCTCACCATCCTGTGGCTGCACTCGAATGTGCTG 

GGCTGCCTTCACTGGCCTGGCCCTCCTGGAG 

GGTCTGTGGACCCTGCCACATTCCAC^^ 

TGCGGCCTGCAGGAGCTGGGCCCGGGGCTGTTCCG 

CCTGCAGGACAACGCGCTGCAGGCACTGCCTGATGACACCOT 

CAC^CCTCTTCCTGCACGGCAACCGCAT^ 

CACAGCCTCGACCGTCTCCTACTG^ 

CCGTGACCTTGGCTOCCTCATGACACTCTATC 

CTGAGGCCCTGGCCCCCCTGCX3TGCCCTGCAGTACCTGAGGC^^ 

TGTGACTGCCGGGCACGCCCACTCTGGGCCT^ 

GGTGCCCTGCAGCCTCCCGCAACGC^ 

ACCTGCAGGGCTGCGCTGTGGCCACCGGCCCT 

GATGAGGAGCCGCTGGGGCTTCCCAAGTGC^ 

ACTGGAGCCTGGAAGACCAGCTTOGGCAGGCAATGCGCT 

ACAGCCCGCCGGGCAACGGCTCTGGCCCAC^ 

CCTGGCTCTGCTGAGCCCCCGCTCAC 

CCCCACCTCGGGCCCTCGCCGGAGGC<^GGCTC^ 

GCCGTCTGGGCCAGGCAGGCAGCGGGGGTGGCGGGACTGGTGACT 

CTACCCAGCCTCACCTGCAGCCTCACCCCCCT^ 

TGGGCCCTGCT^CCCCCAGCGGACaCAAGAGCGTGCT 

GGGGTCTCTCTCCACGCCGCCAAGCCAGCCGGGCGGCCGACC^ 

GTCCTCCCTGATGGACGCCTGCCGCCCX3CCACCCCCATCTCCA 

TTCGGCGGCAGCGTTTGTTCCAGAACGCCGCCTCCCACCCAGATCGCGGTATA 

GCATTTTATTTTACTTGTGTAAAAATATCGC^ 

AAAA 



FIGURE 161 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA44184 

xsubunit 1 of 1, 473 aa, 1 stop 

><MW: 50708, pi: 9,28, NX(S/T) : 6 

MKRASAGGSRLLAWVLWLQAWQV^PCTC 

FLHGNRISHVPAASFRACRNLTILWLHSN^ 

TFHGLGRLHTLHI^^ 

GNRISSVPERAFRGLHSLDRLLLHQNRVAEiraPHAPR^ 
LRALQYLRLNDNPWVCDCRARPLWAWLQK^ 

VATGPYHPIWTGRATDEEPLGLPKCCQPDAADKASVLEPGRPASAGNALKGRV 

GSGPRHINDSPFGTLPGSAEPPLTAVRPEGSBPPGFPTSGPRRRPGC^ 

GSGGGGTGDSEGSGALPSLTCSLTPLGIJ^VLWTVIiGPC 

Important features: 
Signal peptide: 
amino acids 1-26 

Leucine zipper pattern. 

amino acids 135-156 

Glycosaminoglycan attachment site* 
amino acids 436-439 

N-glycosylation site. 

amino acids 82-85, 179-183, 237-240, 372-375 and 423-426 



VWFC domain 

amino acids 411-425 



FIGTTRE 162 

GGAAGTCC^CGGGGAGCTTGGATGCCAAAGGGAGGACGGCTGGGTC^ 
TCACTGGC^TATTTCTGAGGTATCTGTAGAATAACCACAG^ 
AGTCCC^C^GAAC(^TCCTCCC^GGAAGCTGAATCCAGCAAGAACAATGG 
AGCTCAITTGCAGACAAAGGCAAGTCCTTTTTTCCTT^ 

GGCGCGGCGGAACCTAGAAGCTATTCTGTGGTGGAGGAAACTGAGGGCAGCTCCTTTGTCAC 
CAATTTAGCAAAGGACCTGGGTCTGGAGC71GAGGGAATTCTCCAGGCGGGGGGTTAGGGTTG 
TTTCCAGAGGGAACAAACTACATTTGCAGCTCAATCAGGAG^ 

GAGAAATTGGACCX3TGAGGATCTGTGCGGTCACACAGAGCCCTGTGTGCTACGTTTCCAAGT 
GTTGCTAGAGAGTCCCOTCGAGTTTTTTCAAGCTGAGCTGC 

ACTCTCCAGTATTTCTGGACAAACAAATGTTGGTGAAAGTATCAGAGAGCAGTCCTCCTGGG 

ACTACGTTTCCTCTGAAGAATGCCX1AAGACTTAGATGTAGGCCAAAACAATATTGA 

TATAATC^GCCCC^CTCCTATTTTCGGGTCCTCACCCGCAAACGCAGTGATGGCAGGAAAT 

ACCCAGAGCTGGTGCTGGAQ^AAGCGCTGGACCGAGAGGAAGAAGCTGAG 

CTCACAGC^CTGGATGGTGGCTCTCCGCCCAGATCTGGCACTGCTCAGGTCTACATCX3AAGT 

CCTGGATGTCAACGATAATGCCCCTGAATTTGAGCAGCCTTTCTATAGAGTGCAGATCTCTG 

AGGACAGTCCGGTAGGCTTCCTGGTTGTGAAGGTCTCTGCCACGGATGTAGACACAGGAGTC 

AACGGAGAGATTTCCTATTCACTTTTCCAAGCTTCAGAAGAGATTGGCAA 

CAATCCCTTGACAGGAGAAATTGAACTAAAAAAACAACTCGATTTCG^ 

ATGAAGTCAATATTGAGGCAAGAGATGCTGGAACCTTTTCrc 

CAAGTGATAGATGTGAACGACCATGCCCCAGAAGTTACCATGTCTGCATTTACCAGCCCAAT 
ACCTGAGAACGCGCCTGAAACTGTGGTTGCACITTTCAG 

AAAATGGGAAAATTAGTTGCTCCATTCAGGAGGATCTACCCTTCCTCCTGAAATCCGCX3GAA 

AACTTTTACACCCTACTAACGGAGAGACCACTAGACAGAGAAAGCAGAGCGGA^ 

CACTAT(^CTGTCACTGACTTGGGGACCCCTATGCTGATAACACAGCTCAATATGACCGTGC 

TGATCGCCGATGTCAATGACAACGCTCCCX3CCTTCACCCAAACCTCCTAGACCCTC 

CGCGAGAACAACAGCCCCGCCCTGCACATCCGCAGCX3TCAGCGCTAC^GACAGAGACTC 

CACCAACGCCCAGGTCACCTACTCGCTGCTGCCGCCC(^GGACCCGCACCTGCCCCTCACAT 

CCCTGGTCTCC&TCAACGCGGACAACGGCCACCTGTTCGCCC^ 

GCCCT6CAGGGGTTCCAGTTCC6CQTGGGCGCTTCAGACCACGGCTCCCCGGOT 

CGAGGCGCTGGTGCGCGTGGTGGTGCTGGACGCCAACGACAACTCGCCCTTCGTGCTGTACC 

CGCTGCAGAACGGCTCCX3CGCCCTCCACa5AGCTGGT^ 

CTGGTGACCAAGGTGGTGGCXK3TGGACGGCGACTCX3GGCCAGaUVCGCCTGGCTCTCGTACCA 

GCTGCTCAAGGCCACGGAGCTCGGTCTGTTCGGCGTGTGGGCGC^C^TGGCGAGGTGCGCA 

CCXSCCAGGCTGCTGAGCGAGCGCGACGCGGCC^GCACAGGCTGGTGGTGCTG^ 

AATGGCGAGCCTCCGCGCTCGGCCACCX3CCACGCTGCACGTGCTCCTGGTGGACGGCIT 

CCAGCCCTACCTGCCTCTCCCGGAGGCGGCCCCGACCC&GGCC 

TCTACCTGGTGGTGGCGTTGGCCTCGGTGTCTTCGCTCTTC 

GTGGCX^TGCGGCTGTGTAGGAGGAGCAGGGCGGCCTCGGTGGGTCGCTGCTTGGTGCCCGA 

GGGCCCCCTTCCAGGGCATCTTGTGGAC^ 

AGTATGAGGTGTGTCTGGCAGGAGGCTCAGGGACCAATGA^ 

ATCCCCAACTTCCCTCCCCAGTGCCCTGGGAAAGAAATAGAAGGAAATTCTACCTTCCCCAA 

TAACTTTGGGTTCAATATTCAGTG^CCATAGTTGACTTTTACATTCCATA 

TGTGGCATTTCCATGCCAATGTTTATTTCCCCCAATTTGTGTGTATGTAATATTGTACGGAT 

TTACTCTTGATTTTTCTCATGTTCTTTCTCCCTTTGTTTTAAA 

CCTGGTTCTT 



FIGURE 163 



</usr/seqdb2/est/DNA/Dnaseqs .min/ss .DNA48314 
<subunit 1 of 1, 798 aa, 1 stop 
<MW: 87552, pi: 4.84, NX(S/T) : 5 

MEASGKLI CRQRQVLPSFLLLGLSLAGAAEPRS YS WEETEGS S FVTNIAKDLGLEQREFSR 
RGWWSRGlHG^HLQLNQETADIJ^LNEKIiDREDLTOHTEP 

ID INDHS PVFLDKQMLVKVSES SPPGTTFPLKNAEDLDVGQNNI ENY I IS PNSYFRVLTRKR 

SDGRKYPELVLDKALDREEEAELRLTLTALDGGSPPRSGTAQVyiEVLDVNDNAPEFEQPFY 

RVQISEDSPVGFLVVKVSATDVDTQVNGEISYSLFQASEEIGKTFKJNPLTGEIELKKQLDF 

EIOjQSYEVNIEARDAGTFSGKCTVLIQVIDVNDHAPE^^ 

DLDSGENGKISCSIQEDLPFLIJC3AENFYTLLTER 

tNMTVLIADV^NAPAFTQTSYTIJ^mENNSPAIJII^ 

HLPLTSLVSINADNGHLFALRSLDYEALQGFQFRVGASDHGSPALSSEALVRVWLDANDNS 
PFVLYPLQNGSAPCTELVPRAAEPGYLWKVVAVDGDSGQNAWIiSYQLLKATELGLFGVWAH 
NGEVRTARLLSERDAAKHRLVVLVKDNGEPPRSATATLHVLLVDGFSQPYLPLPEAAPTQAQ 
ADLLTVYLWALASVSSLFLFSVLLF^VRLCRRSRAASVGRCLVPEGPLPGHLVDMSGTRT 
^QSYQYF^CLAGGSGTNEFKFLKPIIPNFPPQCPGKEIQ^ 

Important features: 
Signal peptide: 
amino acids 1-26 

Transmembrane domain: 
amino acids 685-712 

Cadnerins extracellular repeated domain signature. 

amino acids 122-132, 231-241, 336-346, 439-449 and 549-559 

ATP/GTP-binding site motif A (P-loop) . 
amino acids 285-292 

N-glycosylation site. 

i 

amino acids 418-421, 436-439, 567-570 and 786-789 



FIGURE 164 



ACCCACGCGTCCGCCCACGCGTCCGCCCACGCGTCCGCCCACGCGTCCGCGCGTAGCCGTGC 
GCCGATTGCCTCTCGGCCTGGGCAATGGTCCCG^ 

GCGGCTCCTCGGCTX^TGGCAAC^ATTGCTGTGGGTGCTGGGACTTCCCGTCTOCGGCGTGG 

AGGTTGCAGAGGAAAGTGGTCGCTTATGGTCAGAGGAGCAGCCTGCTCACCCTCTCCAGGTG 

GGGGCTGTGTACCTGGGTGAGGAGGAGCTCCTGCATGACC(^TGGGCCAGGACAGGG<^GC 

AGAAGAGGCCAATGCGGTGCTGGGGCTGGACACCCAAGGCGATCACATGGTGATG CTGTCTG 

TGATTCCTGGGGAAGCTGAGGACAAAGTGAGTTCAGAGCCTAGCGGCGTCACCTGTGGTGCT 

GGAGGAGCGGAGGACTCAAGGTGGAACGTCCGAGAGAGCCTTTTCT 

AG^CACITCCCTGACAGAGAAGAGGAGTATTACACAGA 

CAG(X!CCGACA6AGGACTCCAATAACACTQAAAGTCTGaAATCCCCAAAGGTC 

GAGAGAAACATTAC^GGATTAGAAAATTTCACTCTGAAAATTTTAAATATGTCAC^ 

TATGGATTTTCTGAACCCAAACGGTAGTGACTGTACTCTAGTCCTGTTTTACACCCCGTGGT 

GCCGCTTTTCTGCCAGTTTGGCCCCTCACTTT^ 

CAui i"i i-iGGGACTGGATGCATCTCAGCACAGCAGCCTTT 

TGTTCCTAATATTTTATTATTTC^GGAGCTAAACCAA 

GAACACTGGAAACACTGAAAATCTTCATTTTTAATCAGACAGGTATAGAAGCCAAGAAG^ 

GTGGTGGTAACTC^GCCGACCAAATAGGCCCTCTTCC^ 

CTGGTTGCTTGTATTTTCCTTATTCTTTTTAATTAQTTTO 

GTGAGAGTATTCGGTGGCTAATTCC^GGACAAGAGG&GGAAC^ 

GAAAGAAGTTGGAAAGAGGAACTTCAATCCTTCGTTTCAGAAATTAGTGCTACAG 

CATTTTCTCCA6TGACGTGTTGAOTGAAACTTCAGGCACATO 

C^CTGAATGTATAAAAAAATTATAAACTGGTGTTTTAACTAGTATTGCAATAAG 
AAAAATATTCAATAG 



FIGURE 165 

></xisr/seqdb2/est/DNA/Dnaseqs •min/ss .DNA48333 
xsubunit 1 of 1 / 360 aa, 1 stop 
><MW: 39885, pi: 4.79, NX(S/T) : 7 
MVPAAGRRPPRVMRIJjGWQVLL 

ELLHDPMGQDRAAEEANAVLGLDTQGDHMVMLS VI PGEAEDKVS SB PSGVTCGAGGAEDSRC 

NVRESLFSLDGAGAHFPDREBEYYTEPEVA^ 

NFTLKILNMSQDLMDFLNPN^^ 

QHS SLSTRFGTVAVPNI LLFQGAKPMARFNHTDRTLETLKI PI FNQTG I EAKKNVWTQ ADQ 
IGPLPSTLIKSVDWLLVFSLFFLISFIMYATIRTESIRWLIPGQEQEHVE 

Important features: 
Signal peptide: 

amino acids 1-25 

Transmembrane domains 
amino acids 321-340 

Homologous region to dilsufide ieomerase 

amino acids 212-302 

S-glycosylation site. 

amino acids 165-168, 181-184, 187-190, 194-197, 206-209, 278-281 
and 293-296 

Thioredoxin domain 

amino acids 211-227 



FIGURE 166 



cccggctccgctccctct^ 

cgctgctgctgctcttcctcgcctcgcactgctgcctg 

tttggccagcccgacttctcctac^ 

gctgtgccacggcatcgaataccagaacatgcggctgcccaac 

tgaaggaggtgctggagcaggcokx:gcttggatcccgct^ 

gacacc^gaagttcctgtgctcgctctc 

catccagccatgccactcgctctgcgtc 

ccttcggcttcccctggcccgacatgc 

tgcatccccctcgctagcagcgaccacctcctgccagccacc^ 

tgaagcctgcaaaaataaaaatgatgatgacaacgacataatgga^ 

attttgcactoaaaataaaagtgaaggagataa 

ctggagaccaagagcaagacc^tttacaagcrgaacggtgtg 

atcggtgctgtggctcaaagacagcttgc^ 

cgccctatctggtcatgggacagaaacaggg 

tggcagaaggggcagagagagttcaagcgcatct^ 

^cccgxxiatcctgatggctccgacaggcctgctccagag 

gggatctcagctcccgttccccaagcac^ 

tccccctgccttttgcacgtttgcatccccagcatt^ 

gatagctgttttcacctaaaggaaaagcccacccgaatcttg 

aaatcatgaatattttaa 



FIGURE 167 

></usr/ seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50920 
xsubunit 1 of 1, 295 aa, 1 stop 
><MW: 33518, pi: 7.74, NX(S/T) : 0 

MLQGPGSLLLLFLASHCCLGSARGLFLFGQPDFSYKRSNOCPIPVNLQI^GIEYQNI^^ 
I»LGHETMKEVLEQA(^WIPLVMOQCHPOT 

CAPVMS AFGFPWPDMLE CDRFPQDNDLC I PLAS SDHLL PATEEAPKVC EACKNKMDDDND IM 
ETLCKNDFALKIKVKEITYINRDTKI ILETKSKTIYKLNGVSERDLKKSVLWLKDSLQCTCE 
EMNDINAP YLVMGQKQGGELVI TSVKRWQKGQREFKR I SRS IRKLQC 

Important features; 
Signal peptide* 
amino acids 1-20 

Cysteine rich domain, homolgous to frizzled N terminus 

amino acids 6-153 



GTGQAGGC03CCGACGATGGCGGGGCCGACGGAGGCCX^GACGGQGTTGGCCGAGCCCCX3G<3 

CCCTGTGCGCGCAGCGGGGCCACCGCACCT^ 

AGCCTGCTCAACTGCTCC^CGCCAOSCTGTGGCTCAGCT^ 

TGCTGAGGACTTGGTCCTGTCCATGGAGCAC&TGA^ 

TATCCACCCCATTTGGCGTGGCGGCCATCTG^ 

ACCATCCTGGGTG03TGGCTGAACTTTGCCGGGAGTGT 

TGTTGGGACCCAAAACCCATTTGCCTTCCTCATGGGTGGCCAGAGCCrCTGTC 

AGAGCCTGGTCATCTTCTCTCC^GCCAAGCTGGC^ 

GCC^CGGCC^C^TGCTCGCCAC(^TGTCGAACCCTCTGGGCGTCCTTOTGGCCAATGTGX^r 
GTCCCCTGTGCTGGTCLAAGAAGGGTGAGGACATTCCGT^^ 
CraCTGGCGTCGTCTGCCTGCTGTCCACGATCTGCCTGTGG 
CCCTCTGCCGGGGCTGCCAGCTCCACCTCAGAGAAGTTCCl^ 

CATGTGGAACAAGGCCTATGTCATCCTGGCTGTGTGCTTGGGGGGAATGATCGGGATCTCTG 

CCAGCnCTCAGCCCTCCnXsGAGCAGATCCTCTC 

GGCCTCTGTGGCGCTCTCTTCATCACGTTTGGGATCC^^ 

TGTGGACCGGACCAAGCACTTCACTGAGGCCACCT^GATTGGCCTGTGCCTGTTCTCTOT 

CCIX3CX3TGCCCTTTGCCCTGGTC^ 

TGCTCGCTGCTCGGGCTGTTTGGCTTCTCGGTG^ 

GTGTTCCTTCCCCGTGGGGGAGGGGGCTGCCACAGGCATGATCTTTGTGCTGGGGCAGGCCG 
AGGGAATACTCATCATGCTXMCAATGACG^ 
TCCACCTGCCAGCAGGGGGAGGATCCACTTGACTGGA 
CCTGTGCACCTTCTTCAGCTGCATCCTGGCX3CT 

AGGCCGAGTCTGGGGAGCCCCCCTCCACCCGTAACGCCGTGGGCGGCGCAGACTCAGGGCCG 
GGTGTGGACCGAGGGGGAGCAGGAAGGGCTGGGGTC CTGGGGCCCAGCACGGCGACTCCGGA 
GTGCACGGCGAGGGGGGCCTCGCTAGAGGACCCCAGAGGGCCCGGGAGCCCCCACCCAGCCT 
GCCACCGAGCGACTCCCCGTGCGCAAGGCCCAGCAGCCACCGACGCGCCCTCCCGCCCCGGC 
AGACTCGGAGGCAGGGTCCAAGCGTCCAGGTTTATTGACC^ 

CTCCTCCCC^TCGGTGATCAC GTAg CTGAGCGCCTTGTAGTCCAGQTTGCCCGCCACATCGA 

TGGAGGCGAACTGGAACATCTGGTCCACCTG 

CCGGGAGCGAATTACAAGCGCGCACCTGAAAA 



FIGURE 169 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss •DNA50988 
xsubunit 1 of 1, 560 aa f 1 stop 
><MW: 58427, pi: 6.86, NX(S/T) : 2 

MAGPTEAETGLAEPRALCAQRGHRTYARRWVFLLA1 SLLNCSNATLWLSFAFVADVIAEDLV 
LSMEQINWLSLVYLWSTPFGVAAIWILDSVGLRAATIL^ 
PFAFLMGGQSLCAIAQSLVIFSPAKLA^ 
KKGEDIPLMLGVYTIPAGWCLLSTICLWESVPPTO 

YVILAVCLGGMIGISASFSALLEQILCASGHSSGFSGLCGALFITFGIL^^ 

HFTEATKIGLCLFSLACVPFALVSQLQGOT^ 

GEGAATGMIFVLGQAEGILIMLAMTALTVI^EPSLSTC^ 

SCILAVFFHTPYRRLQAESGEPPSTRNAVGGADSGPGVDRGGAGI^GVLG 

ASI^PRGPGSPHPACHRATPRAQGPAATD^^ 

Important features: 
Signal peptide: 

amino acids 1-44 

Transmembrane domains: 

amino acids 61-79, 98-112, 126-146, 169-182, 201-215, 248-268, 
280-300, 318-337, 341-357, 375-387, 420-441 

N-glycosylation site, 
amino acids 40-43 and 43-46 

Glycosaminoglycan attachment site, 
amino acids 468-471 



FIG tJRE 17Q 



GTCCCACATCCTGCTCAACl^^ 

TAGTTCCO^^AGGGGGTCTCCCX^ 

TCGCCTTGCCITCGGG^ 

AAGGAGCACGGGGCTGATCAAGCC&TCCAG^^ 
TOTGAATCTAGCCCACTTGGCGGTAAGQ^ 
CTACTTATTTCTTTTAGGGGATTO 
ATCTGGXACAGTGATOGGGAAGCTCmXXAG 
CCAGGTGTTGCAGCTGCCTCAGGCXXrrCCC^ 
GCTGGAT0GA(3\GCAGCTGTGa^ 
GGCTCTGATCCATGTGGAG^TCCAAGTGCTGGACATC^ 
GCTGGAAATCTCTGAGAGCGCCTCT^ 
TAACACCCTGCACACCIACACTC^^ 
CAAACATGCAGAACTCATACn^ 
CTATGACAATGGGAACCCCCCCAAGTCAGCT^ 
CCCTGCGTTTGCTGAGAGTTaiC^^ 
^ GACCGCCACAGACCCTGACCAAGGCCCC^^ 
W GCTGGACACX2TTCAGTATTGAT^ 
C TGCCTAC(»GGTGGAT<OT 

GGTTCTGGATGTCAATGACAACATCCCftAGCAT^ 
vj TCTTCCCAAGGACAGTTTTATTGCTC^ 
^ CTGGCTGAGCX!AAGAGCTGGGCCACTT^ 
S CACACTGGACAGAGBVGCAGTCGCCX^^ 
'jj AGCCAAGAAACAGCTCAGCT^TCAGATC^^ 
© AGTCTCCACGCGGGAAAACAACTTACCCTCTCT^ 
if! TAATGGAAAAGTCTCASACCGCATC^ 
GGTCACTGCTCAGAGGTCACTGAAC^^ 
GCAACCCATGCTTGCATCCAGTGTCT^^ 
CCAGCOTGTGCTCAGCGATGGAAAA^^ 
-f CATCGAGACTCCCAATGGCTTGGGTCX^^ 
?2 C CTlTr GACAACX!ATTGTGGCAAGAGATGCRGACT 
yl AAATGAAGCa3VCCTCTTCA^ 
p CATTGGGAGTGAGTGGGAGCTGGAG&TAGTAOT 
^ GAGGGTC&TGTTTGTCACCAGTGTGGACCAC^ 
GCTGACGGTGATCTGCCTOGCTOraCl^^ 
GACAGAAAAGAAGGACAACACKSGCCTAC^ 
CCAGAAACACATTCAGAAGGCAGACATCCACCT^ 
OSGGCAGTCXX^CAAAGATGTGGACAAGGAGGC^ 
CCACCTCACXXXX^CCCr^ 
GCTGCAAGACACX3GTCAACCTCCTTCT 
CGAGCCCCAGCCTGCCACAGGCCA^ 
TGGAGACCAGGGCAGTGAGGAAGCCCCACAGAGGCCACX^ 
CAATGGCAAAGTGTCCCCTGAGAAAGAAT^^ 
TGCCTTCGCCGAGCGGAAaXXOTGC^ 
GTCCTTGCTGCATCAGGGCCAATTCC^ 
CAGCAGGACTGCAATCCX!AGAC^ 
AGGGCX^TTGGATCCTGAAGAGGACXTTCICT 
CAGCACAGGTCTGGCCCIX3GACC^ 
CACCAACTACCXn^C^TGTGATCTCCCC^ 
CAAGGCAGAGGCAa3U3&GC^^ 
GCTCGAG&TGCTGCTG^ 

CTGCGGGAGGACCCTCAGTTTAGACTTGGCCACCAGTC 

AAAGAOSGGGACTGAGGGCAAGAGC^^ 

CTGGATCCAAGAACCAGGGGCCTQAGGATCTO 

CX3GCX3GCCTGAGAACTTTAGGGTGACT 

TGACCAAAGC^GC^CCTTGIAAGCAGCTCTC 

T(XTCGCAAAACATATGTGGAGCACA^^ 

AAAGGGTGGCCrrcTTGGGTAGCAGG 

CAATAAAGGAAAAGCAGTAAAAAAAAAAAAAAAAAAAA 



FIGURE 171 



</usr/seqdb2/ss t/DNA/Dnaseqs . min/ss . DNA4833 1 
<subunit l of 1, 1184 aa, l stop 
<MW: 129022, pi: 5.20, NX(S/T) : 5 
MMQLLQLLLGLLGPGGYXFLLGDCQEVTC 

GAAFQVLQLPQALP I QVDSEEGLLSTGRRLDREQLCRQWDPCLVS FDVLATGDLAL I HVE IQ 
VLDINDHQPRFPRGEQELEISESASLRTRIPLDRALDPD 

GPDETKHAELIVVKELDREIHSFFDLVIjTAYDNGNPPKSGTSLVKVNVIiDSNDNSPAFAESS 
LALEIQEDAAPGTLLIKLTATDPDQGPNGEVEFFXSKHMPPEVLDTFSIDAKTGQVILRRPL 
DY E KNPAYEVDVQARDLGPNP I PAHCKVL I KVLDVNDNI PS IHVTWASQPSLVSEALPKDSF 
IALVMADDLDSGHNGLVHCWLSQEIX^ 

QGLQPLS AKKQLS IQ I SD INDNAP VFEKS R YKVSTRENNLPS LHLIT I KAHDADLG INGKVS 

YRIQDSPVAHLVAIDSNTGEVTAQRSLNYEEMAGFEFQVIAEDSGQPMLASSVSVWVSLLDA 

NDNAPEWQPVLSDGKASLSVLVNASTGHLLVPIETPNGLGPAGTDTPPLATHSSRPFLLTT 

IVARDADSGANGEPLYSIRNGNEAHLFILNPHTGQLFVNVTNASSLIGSEWELEIVVEDOGS 

PPLQTRALLRVMFVTSVDHLRDSARKPGALSMS 

KDNRAYNCREAESTYRQOPKRPQKHIQKADIHLVPVI^ 

GWDPCLQAPFHLTPTLYRTLRNQGNQGAPAESREVLQDTVNLLFNHPRQRNASREl^^ 

QPATGQPRSRPLKVAGS PTGRIiAGDQGS E EAPQRP PAS S ATLRRQRHLNGKVS PEKE SGPRQ 

IUISLVRXjSVAAFAERNPVEELTVDSPPVQQISQLLSLLHQGQFQPKPNHRGNKYIAKPGGS 

RSAIPDTIX3PSARAGGOTDPEQEEGPIJ3PEEDLSVKQLLEEELSSLLDPSTGLALDRLSAPD 

PAWMARLSLPLTTNYRD^ISPDAAATEEPRTFQTFGKAEAPELSPTGTRLASTFVSEMSSIi 

LEMLLEQRSSMPVEAASEALRRLSVCGRTLSLDIATSAASGMKVQGDPGGKTGTEGKSRGSS 

SSSRCL 

Important features: 
Signal peptide: 
amino acids 1-13 
Transmembrane domain: 
amino acids 719-739 
N-glycosylation site. 

amino acids 415-418, 582-585, 659-662, 662-665 amd 857-860 

Cadherins extracellular repeated domain signature. 

amino acids 123-133, 232-242, 340-350, 448-458 and 553-563 



FIGURE 172 



CGGACGCGTGGGCGGACGCGTGGGGGAGAGCCGCAGTCCCGGCTGCAGCACCTGGGAGAAQG 

CAGACCGTGTGAGGGGGCCTGTGGCCCCAGCGTGCTGTGGCCTCX3GGGAGTGGGAAGTGGAG 

GCAGGAGCCTTCCTTACACTTC%;CCfiTa&GTT^ 

CCCAGATACTATTTTTTGGATTTGGGTGGCTTTTCTT<^ 

GAGATACGTCAGTATGTTGTACAGGTGATCTTCTC^ 

GTTTGAGCTGATGATCTTTGAAATCTTAGGAGTATTGAATAGCAGCTCCCGTTATTTTCACT 
GGAAAATGAACCTGTGTGTAATTCTGCTGATCCTGGTTTTC^^ 

TATTTTATTGTGAGCAATATCCGACTACTGCATAAACAACGACTGCIX1TTTCCTGTCTCOT 

ATGGCTX3ACCTTTATGTATTTCTTCTGGAAA 

AACATGGGATCTTATCCATAGAACAGCTCA^ 

ATGGCTC^CTTTCTGGATTTGGTGCTGTCAACTGCCC^^ 

CAGGAATGTGACTGACACGGATATTCTAGCCCTGGAACGGC 

TGATCATAAGCAAAAAGAAAAGGATGGCAATGGCACGG 

GTGCATAACAAACCATCAGGTTTCTGGGGAATGATAAAAAGTGTT^ 

AAGTGAAAATCTTACTCTTATTCAACAGGAAGTGGATGCTTTGGAAGAATTAAGC^ 

TTTTTCTGGAAACAGCTGATCTATATGOTACCAAGGAGAGAATAGAATACTCCAAAACCTTC 

AAGGGGAAATATTTTAATTTTCTTGGTTACTTTTTCTCTATTTACTGTC 

CATGGCTACCATCAATATTGTTTTTGATCGAGTTGGGAAAACGGATCCTGTCACAAG 

TTGAGATCACTGTGAATTATCTGGGAATCCAATTTGATGTGAAGTTTTGOT 

TCCTTCATTOTTGTTGGAATAATCATCGTCACATCCATCAGAGGATTGCTGATCACT 

CAAGTTCTTTTATGCC^TCTCTAGCAGTAAGTCCTC 

AGATAATGGGCATGTACTTTGTCTCCTCTX3TGCTGCTGATCCGAATGAGTATGCCTT^ 

TACCGCACCATAATCACTGAAGTCCTTGGAGAACTGCAGTTCAACTTCTATCACC^ 

TGATGTGATCTTCCTGGTCAGCGCTCTCTCTAGCATACTCTTCCTCTAT^ 

AGGCACCAGAGAAGCAAATGGCACCTTQAACTTAAGCCTACTACAGACTGTT^ 

GGTTTCAAAATTTAGATATAAGAGGGGGGAAAAATGGAACCAGGGCCTGACATTTTATA 

AAACAAAATGCTATGGTAGCATTTTTCACCTTCATAGCATACTCCTTCCCCGTC^ 

CTATGACCATGAGTAGCATCaGCCAGAACATGAGAGGGAGAACTAACTCAAGACAA 

GCAGAGAGCATCCCGTGTGGATATGAGGCTGGTGTAGAGGCGGAGAGGAGCCAAGAAAC^ 

AGGTGAAAAATACACTGGAACTCTGGGGGAAGACATGTCTATGGT^ 

AGGATTTCCGTTTTAAGGTTCACATGGAAAAGGTTATAGCTTTGCCT 

AAAATCAGAGACTGTAACLAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGTCG 

ACCTGCAGAAGCTTGGCCGCCMGGCCCAACTTGTTTAT^ 



FIGURE 173 



MSFLIDSSIMITSQILFFGFGWLFFMRQ^ 
LGVLNSSSRYFHWKMNLCV^ 

WKLGDPFPILSPKHGILSIEQI*ISRVGV'IGVTLMALLSGFGAVNCPYTYMSyF 
LALERRLLQTMDMI ISKKKRMAMARRTMFQKGEVHNKPSGFWGMIKSVTTSA^ 
QEVDALBELSRQLFLETADLYATKERIEYSKTFKGKYENPLGYFFSIY 
DRVGKTDPVTRGIEITVNYLGIQFDVKFWSQHISFILVGI I IVTSIRGLIiITLTKFFYAISS 
SKSSNVIVLLLAQIMGMYFVSSVLLIRMSMPLEYRTI ITEVLGELQFNFYHRWFDVI FLVSA 
LSSILFLYLAHKQAPEKQMAP 

Important features: 
Signal peptides 

amino acids 1-23 

Potential transmembrane domains: 

amino acids 37-55, 81-102, 150-168, 288-311, 338-356, 375-398, 
425-444 

N-glycoeylation sites. 

amino acids 67-70, 180-183 and 243-246 

Eukaryotic cobalamin-binding proteins 

amino acids 151-160 



CATGGGAAGTGGAGCCGGAGCCTTCCTTACACTC^ 

TCATGATTACCTCCCNGANACTATTTTTTGGATTTGGGTGG 

TAAAGACTATGAGATACGTGAGTATGTTGTACWGGTGATCTTCTCCGTGA 

CTTGCACCATGTTTGAGCTCATCATOT 

TATTTTCACTGGAAAATGAACCTGTGTGTAATTCTGCT 

TTACATTGGCTATTTTATTGTG^ 

CCTGTCTCTTATGGCTGACCTTTATGTATTTCCAG 



FIGURE 175 

GTGTTGCCCTTGGGGAGGGGAAGGGGA 

TTTNTTGAATTCCGGGTTNNGl^TACOTT 

TTTTTC&TGOTCOATO 

OTCCGTGACGTTTGCATTTTCTTGCACCA 

TATTGAATAGCAGCTCCCGTT^^ 

CTGGTTTTCATGGTGCCTTTTTACATTGGCTATTT 

TAAACAACGACTGCTTTTTTCCTGTCTNTTATGGC^ 

TAGGAGATCCCTTTCCCATTCTC 



FIGURE 176 

TGGCTCCCTGCTOyrCGAAj^ 

GGAGGGOG3VGCCAGGCAGCCTCTTCGGCTTCT 

GCTGCTGGTGGGTGCTCCCCAGGCCCTGGCT 

<^CG0TQAGCCTGGA(»3AGACTGACTGCTAC^ 

GGAGAACCACTGCTTGGGLAGTC^^ 

TGAGGCAAGGOVGOSAGTGGACCAGATCCn^^ 

CCTGGC»TCCGGGATGAGTT0SMX3GTG<^^ 

CTATAATTGGAAGGGCACGGCCAGGGTGGAGC^^ 

TCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCG<XTC^ 

CTCTATTGACTOSGGGAAAGGTCTG^^ 

CAAGGGTGCTGTGGTCATCCTGCQCAAGGACA^^ 

CCTGACCTCCXSGCTTTGGCTACTCACT^ 

TGCCXXXrrAOTi'CTI u IV3AGCGCCAAG^ 

GGCTGGGATCTCCCCTCTCrG^ 

CCTCAACCAAGATGGCTTTCO^TA 

TGGQAQCAGCCTGGGGGTTGTC^CAAACCTTCAC^ 

CTACIXXXrrGTCAGGCAGCTTGGA 

CGC3K3TGCTCTTCAGGGC^ 

<3GAGCW3C(XiAACTGTCCTGGOQGCCAC^ 

CAGCAGCIATAGCCCTACTG^ 

TCCCanXST^OGTTCC^ 

CCAGCATGACCGAGTCTOTGGAGACGCCAIXOT 

AGTGACCTTC^CTACAGTCTCCAGACC^ 

CXXXATCCTCAAIGCXX^^ 

CAAGATCTGCCAGAGCAATCT^ 

TCTGCCCATGGATGTGGATGGAACIAACAGCCCTC 

GGTCACX^CCTCCX^TCGGArc 

TGAGAATGCCTCCCATGTTGA^ 

CCTXAGCACCTCCX3GGATCAGCATTGAGACCA0GGA 

GGAGCTGCATCCAGTCTCTGCACGAGCCXX^ 

CCAGCAACTCriVrrCTCTGGTGTC 

CAACTATGAGGTCACGGTTTCC^CX^ 

GCCTCATGAGATT^ 

GCAGAAAGGGCTTTGCTCTCCraV^^ 

GCTGGAGCCACCTGAGCAGCAGGAGCCTC 

TGAGAAGAAGAAAAACATCACCCTGGAC^ 

CAGCTTTGACCGCXXX3GCTGTGCTGCATGTCTGGGG 

TGTGAAGTCCCTHSGAAGTGATTGTCC^ 

TGOT^C^CAGTGATCCCAGIX^TGCT^ 

C^TCCTCCTC&CrG^ 

CAAACXK3<KX3AAGC^CCX:CGAGGCCAC^ 

GTTCAAGGAGGAGAAGACGGGCACCATCCl^^ 

QCOCAXCXTCGCTGCTGATO 

CATGTCCCAGCCTCGCCTGTGGC^^ 

GGCXrrGCTGGTGTCGCArCAAGAOT^^ 

TCCTCXXACCCAACTTCCXX^^ 

TGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGA^ 
GTAACAGGACCCCAAGGACCTGCCTCCCX^GGAAGTG 
CTCS^GGCTGCTCCTTCTCTAGT^ 
TTCGTCTATTTATTAAAAAATATTTGAGAACA^ 



FIGURE 177 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ ss .DNA55737 
xsubunit 1 of 1, 1141 aa, 1 stop 
><MW: 124671, pi: 5.82, NX(S/T) : 5 

MAGARSRDPWGASGICnjFGSLLVELLFSRAVAFNLDVMGALRECEGEPGSLFGPSVALHRQ^ 
QPRPQSWLLVGAPQAIJUuPGQQANRTGGLFACPI^LEETDC^VDIDQGADMQKESKENQWL 
GVS VRS QGPGGKI VTCAHRYEARQRVDQ I LETRDMI GRCFVLSQDLAI RDELDGGEWKFCEG 
RPQGHEQF^FCQC^TAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADIiAHLDDGPyEA 
GGBKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWILRKDSASRLV 
PEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLNQGGHWAGI 
SPLRLCGSPDSMFGISLAVLGDI^QDGFPDIAVGAPEDGDGIW 

GFAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHEVSIAPRSIDLEQ 
PNO\GGHSVC^LRVCFSYIAVPSSYSPTVAIiDYVL^^ 
HQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRMVVTLSYSLQTPRLRRQAPG 
ILNAHQPSTQRAEIHFIJCQGCGEDiaCQSNLQLVHARFCTRVSDTEFQPLPMDVDGTTALFA 

P LSGQPVIGLELMVTNLPSDPAQPQA3DGDDAHEAQLLWLPDSLHYSGVRALDPAEKPLCLSN 

® ENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEVELLLATISEQEIjHFVSARARVF 
IELPLSIAGMAIPQQLFFSGVWGERAMQSERDVGSKVKYEVTVSNQGQSLRTLGSAFLNIM 
WPHEIANGKWLLYPMQVELEGGQGPGQKGLCSPRPNILHLDVDSRDRRRRELEPPEQQEPGE 
RQEPSMSWWPVSSAEKKKNITLDCARGTANCVWSCPLYSFD^ 

5 SAVKSLEVPVRANITVKSSIKNLMLRDAST^ 

JN VLALLVLLLWKMGFFKRAKBPFATVPQYHAV^ 

Wi DAHPILAADGHPELGPDGHPGPGTA 

5 

p Important features: 

fl Signal peptides 

0 amino acids 1-33 

1 a 

Transmembrane domains 
amino acids 1040-1062 



N-glycosylation sites. 

amino acids 86-89, 746-749, 949-952, 985-988 and 1005-1008 



Integrins alpha chain proteins* 

amino acids 1064-1071, 384-408, 1041-1071, 317-346, 443-465, 385- 
407, 215-224, 634-647, 85-99, 322-346, 470-479, 442-466, 379-408 
and 1031-1047 



FIGURE 178 

CGCGCOSGGCGCAGGGAGC^^ 

AAGCAGCGAGTTGGCAGAGCAGGGC 

CACAACAA GATG CTCAAGGTGTCAGCCXjTACT 

GTCTCTCGCAGCTGCCGCGGCGGTGGCTGCAGCC^ 

TGGATGATAAACAATGGCTCACCACAATCICT 

AAATTCCGAGACGAAGTAGAGKrATGATT^ 

TCAGGCTTTAGATCCAGCTAAGGATCCATGCTTAAAGATGAAATGTAGTCGC 

GCATTGCTCAAGATTCTCAGACTGCAGT^ 

AAAGAAGCAGGAGTAGACCATAGGCAGTGG^ 

CCCAGTGGTCTATCCCAGCCCTGTTTGTGGTTCAGATGGTCATACCT^ 

AACTAGAATATCAGGCATGTGTCTTAGGAAAACAGATCTC^ 

CCATGTCCTTCAGATAAGCCCACCAGTACAAGCAGAAATGTTAAGAGAG 

GGAGTTCAGGGAAGTGGCAAACAGATTGCGGGA^ 

GTCAAAACAAGAAGACAAAAACATTGCTG^ 

TTGCCAATTTGCAAGGACTCACTTGGCTGGATC 

GCTATTGGACCAGTCAGAGCTCAGAAGCATTTACCTTGATAAGAA 

CATTCTTCAATTCTTGTGACACATACAAGGACA 

TGCITCCAGAGACAGCAAGACCCACCTTGCCA 

AGGGGTAAAGAAGCTCCTAGGACAGTATATCCCC 

CAACACAATGTCATGGCAGTGT^ 

ATGGGATCCAGAATAAATGGTGTTGCAGATTGT^ 

TGCTAGTGGCGATTTTCATGAATGGACTGATGATGAGGATGA 

ATGAAGATGAAATTGAAGATGATGATGAAGATGAAGGGGATGATGATGAT^ 

CATGATGTATAGATTTGATTGATGACA^ 

CAAAAATGATAGCCTATTTAAAATTATCTC 

CATATATTTTGTATAATTATTTGAAAAATT^ 

AAGAATCATTTGCTTTGAGTTTTTATATTCC^ 

GTCAGACAAAATAAAGTTTTGAAGTGCTACTATAATAAAT^ 

AAATCTTCCATAAGCAAAATGACAGOTAGTGCTTGGGATCGTACATO 

ATAATTOTAAGTGAAATTTAAAATAAATAAATTTTTAATGA 

AAAAATATGCATGCTTTAATTGCATTTCCAAAGTAGC^ 

GATAACAGAGAGATACCACATGACTCCAAAAAAAAAAAAAAA 



FIGURE 179 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA49829 
xsuhunit 1 of 1, 436 aa, 1 stop 
><MW: 49429, pi: 4.80, NX(S/T) : 0 

DEVEDDYPRTWS PGKPFDQALDPAKDPCLKMKCSRHKVC I AQDSQTAVC I SHRRLTHRMKBA 

GVDHRQWRGPILSTCKQCPVVYPSPVCGSDGHTYSFQCKLEYQACVLGKQ 

SDKPTSTSRITVKRACSDLEFREV^ 

CKDSLGWMFNRLDTNTO^ 

RQQDPPCQTELSNIQKRQGVKKLLGQYIPL^ 

RINGVADCAIDFE I SGDFASGDFHEWTDDEDDEDDIMNDEDE IEDDDKDEGDDDDGGDDHDVYI 

Important features: 
Signal peptide: 

amino acids 1-16 

Leucine zipper pattern* 
amino acids 246-267 

N-myristoylation sites. 

amino acids 357-362, 371-376 and 376-381 

Thyroglobulin type-1 repeat proteins 

amino acids 353-365 and 339-352 



FIGURE 180 



GA£&CTCCA£&TCTC£ 
CTCTTTCA<XXXm^TC^ 

GCTCTGCCTCCX3GTGCTGCTGCCTGGGG0GGC0GGCTO 

aXX3Ca30CCAOAAGGAGTGCTTCT 

GATGXSAGCAGGATTAGATATTGATTT^ 

TCAGAT0K3AGTTCACACTGTAG&GACTC 

TCTGAGAAGGTGATTITCTTTG^^ 

AAATATATTACTGGCACAGAIATATTG^^ 

AGACTAAGCAAAAGTGGGCACAra 

AACTTTGATAGAGTCAATTTCTGGTCXATGGTT^ 

ATGCTGAAGAGTCTGTTTGAAGATAAGAGGAAAAGT^^ 

AATGAGGCATAAAAATGCAATAAACTGTTACAGTCAAQATC 

AAAGTAGGAAACAGGTATAATTTTAATGTGAAAAITAAGTC^ 

TTGTACTTAAGTGTGTAAOIGGAATATTT^ 

TTTCCTAACTTTGUVAAAATT1TGCAAATGT 

AGTCTGTTTTTAACAGGTTCm 

TCAGTTTXAAGTTATAAATCACCIX^GAATTACCT 

CTTTTCTCTATTTACATATGCATCrCTCCTATA 

AGATTTTTAI^CCAAATACATTTCAGTCT 

CXIAAAAGCTGACATTTTCACGATTCTT 

AAATGAAG&ATATAGTTTAAAAGCTTCCrrc 

TTTTAAAATTAAATGTGAGGTAAAATAAGTTTATT^ 

TAATCATGTTATGTTAATTTTAACATGA^ 

TTGCTAAAATGATCTGGGCCTACC^^ 

AGAATTTAGAAAAACITGAGAAAACCTAATC^ 

ATCTGACTGGCTCATCATGACATCC1ACTCA 

AAACTTTOGCTCTAGGTTTTTATTTTCIT^ 

AAATGTAAGCCCTACTCTAAGGTTTAGCACTGG^ 

TAAAATGGCCTTTCTGAAC^CTTTATTT^ 

CACCTAAATQTOAATAACCCATATATACAACAAAGTTTC^^ 

TC^AGTACTAGTAATTTAACTTCATCATGA 

GACTACATTGTQAGTTAGAAACAAACTTAAAATTTO 

CTTQATGAQCAATAATGATAAC^ 

TCTTAGGCCXXrrcGGAGAAGAGCAGCTTAGAT^ 

ATGATCAATTACCTTAATTGGCCAAGAAAATGCTT^ 

AGOTCAATAAGATCCTTGOT^^ 

GTACCATAACTAATAAAGCAGGGTACAGATATAAACT^ 

CCTCnX?CTGTATGGCTGTTACTGTACTGTACT 

ACATGTATGATTTGTGCCACTQATCTTAAACCTA 

TATTTGGAAAAGAATTTAGGAAXACTAAGGAC^^ 

CATAACX^AAAAAGCSUUUU^TTGTAAAC^^ 

C^TATGCTTTTTTTAATTTCACIATTC 

AACAGCTCATTTTGTCTTTTTCAATA1A 

CATAAtfnAGCAGTTAC^ 

GTTATGCTGTTCTTTCATGT^ 

CACATAATGGTGTCTTAAAATTGACAAAAAATGAGC^ 
GTGAAATTTTAAAAGACATTGATTCXXJCATGT^ 
CTCAAACTGCTTTATACTTATAAACAGCCAT^ 
AAATTATCAAAGGAAAA 



FIGURE 181 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA52196 
xsubunit 1 of 1, 229 aa, 1 stop 
><MW: 26017, pi: 4.73, NX(S/T) : 0 
MGDKIWLPFPVLLLAALPPVLLPGAA^ 

QVLDGAGLD I DFHIJ^PEGKTLWEQRKSDGVHTVETEVGD YMFCFDNTFST I S EKVI F FEL 
I LDNMGEQAQEQEDWKKY I TGTDI LDMKLEDI LES INS IKSRLSKSGHIQI LLRAFEARDRN 
I QE SNFDRVNFWSMVNLVVMVWSAI QVYMLKSLFEDKRKSRT 

Important features: 
Signal peptide: 

amino acids 1-23 




N-myristoylation site, 
amino acids 43-48 



Transmembrane domain: 



amino acids 195-217 



w 

p 



Tyrosine kinase phosphorylation site, 
amino acids 55-62 



FIGURE 182 

CCATCCCTGAGATCTTTTTATAAAAAAC^ 

CTCACCAGAGAGTCGCAGACACTAT^rCTGCCTCCC^^ 

CTGCTTTCCTGCCTCATTCTCCreTGTCAGGTTCAAGGTGAAGAAACC 

CTCTCCACGGATCAGCTGTCCCAAAGGCTCCAAGGCCTATGGCT 

TTTTGTGACCAAAATCCTGGATGGATGCAGATC^^ 

CTGGTGTCTGTGCTCAGTGGGGCTGAGGGATCCTTCGTGTCCTCCCTGGTGAGGAGCATTAG 

TAACAGCTACTCATAC^TCTGGATTGGGCT 

GAGATGGATGGGAGTGGAGTAGCAOTGATGTGATGAATTACTTO 

TCCACCATCTTAAACCCTGGCCACTGTGGGAGC 

GAAAGATTATAACTGTGATGCAAAGTTACCCTATC^ 

GGGAAGTCAGCAGCCTCAGCTTGGCGTGCAGCTCATC^ 

TCACCCTGGAAGAGAATATTCTCCCCAAACTGCCCTACCTC 

TTCTTTTTCCITTTTCTTCACCTTCA 

TCAGAGtfATAATAATAAAAATGTTACTTO 



FIGURE 183 

</usr/seqdb2/sst/DNA/Dnaseqs , min/ss*DNA56965 
oubunit 1 of 1, 175 aa, 1 stop 
<MW: 19330, pi: 7.25, NX(S/T) : 1 

MLPPMAiPSVSWMLLSCLILLCQVQGEETQKELPSPRISCPKGSKAYGSPCYALFLSPKS^ 

DADLACQKRPSGKLVSVLSGAEGSFVSSLVRSISNSYSYIWIGLHDPT^ 
TDVMNYFAWSKNPSTILNPGHCGSLSRSTGFLKWro 

Important features: 
Signal peptide: 
amino acids 1*26 

C-type lectin domain signature* 

amino acids 146-171 



FIGURE 184 



C(^GTCTGTCGCCACCTCACTTGGTGTCTGCTGTCCC 
ACAGAGGAGTGGGCCGGGACCATCCGGGGGACGCGGCTGGCGCTCCTG^ 
TGCCTGCGGAGAGCTGGCGCaSGCCCTCCGCTGCTACGTCTGTCCGGAGCCCACAGGAGTGT 
(X^ACTOTGTC^CCATCGCCACCTGCACC^CCAACGAAACC^ 

TCCCGGGAGATAGTGTACCCCTTCCAGGGGGACTCCACGGTGACCAAGTCCTGTGCCAGCAA 
GTGTAAGCCCTCGGATGTGGATGGCATCGGCCAGACCCTGCCCGTGTCCTGCTGCAATACTG 
AGC^TGCAATGTAGACCK3GGCGCCCGCT^ 

CTCCCACTCTTGAGCCTCCGACTGTAGAGTCCCCGCCCACCCCCATGGCCCTATGCGGCCCA 
GCCC CGAATGCCTTGAAGAAGTGCCCC CTGCACCAGGAAAAAAAAAAAAAAAAA 



FIGURE 185 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA56405 
<subunit 1 of 1, 125 aa, 1 stop 
<MW: 13115, pi: 5.90, NX(S/T) : 1 

MRGTRLALLAL VLAACGE LAPALRCYV C PE PTGV SDCVT I ATCTTNETMCKTTLYSRE I VYP 
FQGDSTVTKSCASKCKPSDVDGIGQTLPVSCCNTBLa^ 

Important features: 
Signal peptide: 
amino acids 1-17 

N-glycosylation site, 
amino acids 46-49 



FIGURE 186 

CTGCAGTCAGGACTCTGGGACCGCAGGGGGCTCCCGGA 

ACGGTTTCGTGGC^CCCAGGCTTGCAAAGTGACGG^ 

GAGTCCTTCTGAGATGATGGCTCTGGGCGCAGCGGGAGCTACCCGGGTCT^ 

TAGCGGCGGCTCTCGGCGGCCACCCTCTGCTGGGAGTGAGCGCCACCTTGAACTCGGTTCTC 

AATTCCAACGCTATCAAGAACCTGCCCCCACCGCTGGGC 

TGCAGTCAGCGCCK5CGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 

ACTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCX3GCACTGATGAGTACTGCGCTAGT 

CC^CCCGCGGAGGGGACSCAGG<X3TGCAAATCrGTCTCGC 

CTGCATGCGTCACGCTATGTGCTGCCCCGGGAAT^ 

CTGATCAAAATCATTTCCGAGGAGAAATTGAGGAAACCATCACTC 

CATAGCACCTTGGATGGGTATTCGAGAAGAACCACCTO 

AGGAGAAGAAGGTTCTGTTTGTCTCCGGTCATCAGACTC^ 

GACACTTCTGGTCCAAGATCTGTAAACOTGTCCTGAAAGAAGGTCAAGTGTGTACCAAGCAT 

AGGAGAAAAGGCTCTCATGGACTAGAAATATTCGAGCGTTGT^ 

TTGCCGGATACAGAAAGATCACC&TCAAGCCAGTAATTCTT 

GACACT^VAACCAGCTATCCAAATGQAG 

TTTTATGACCTTCATCAACTCAATCCTAAGGATAT^ 

TCCAATAACACCTTCCAAAAACCIX3GAGTGTAA 

TGATTGCAGTAAATTACTGTATTGTAAATTCTCAGTGTGGCACrTACCTGTAAATG 
AACTTTTAATTATTTTTCTAAAGGTGCTGCACTX3C 

TTGTACACATTGATTGTTATCTTGACTGACAAATATTCTATATTGAACTGAA 

TCAGCTTATAGTTCTTAAAAGCATAACCCnTrACCCCATTTAATTCTAGACT 

AGGATCTCTTGGAATGACAAATGATAGGTACCTAAAATGTAACATGAAAATACTAGCTTATT 

TTCTGAAATGTACTATCTTAATGCTTAAATTATATTTCC 

AATAAAATTTAACATTTAAAAAAAAAAAAA 



FIGURE 187 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA57530 
<subunit 1 of 1, 266 aa, 1 stop 
<MW: 28672, pi; 8 ♦ 85, NX <S/T) : 1 
MMALGAAGATRVFVAMVAAALGGH^ 
APGILYPGGNKYQTIDNYQ 

AMCCPGNYCKNGI CVSSDQNHFRGE I EETI TESFGNDHSTLDGY SRRTTLS SKMYHTKGQEG 
S VCLRS SDCASGLC CARHFW S KI CKPVLKEGQVCTKHRRKGSHGLE I FQRCYCGEGLS CRIQ 
KDHHQASNSSRLHTCQRH 

Important features x 
Signal peptide; 
amino acids 1-23 

N-glycosylation site, 
amino acids 256-259 

Fungal Zn(2)-Cys(6) binuclear cluster domain 

amino acids 110-126 



TGTGTTTCCCTGCAGTCAGAATTTGGG&CN^ 

ACXSGGAAGGTTTTGTGGGACCC^GGTTGAAATGACGGTC^ 

GAGTCCTTNTGAGANGATGGTTTTGGGCGCAGCGGGAGCrAACCCGGTTTT 

GTAGCGGCGGTTTTCGGCGGCCACCTTNTGCTGGGAGTGAGCGCCACCTTGAATCGGTTTTC 

AATTCCAACGFTATCAAGAACCTGCCCCCACC 

TGCAGTCAGCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 

ATTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGT 

CCCACCCGCGGAGGGGANGCGGGCGTGCAAATNTGTNTNG^ 

CTGCATGCGTCANGCTATGTGCTGCCCCGGGA^ 

CTGATCAAAATCATTTCCGAGGAGAAATTGAG 

CATAGCACCTTGGATGGG 



FIGURE 189 



GAGGAACCTACXX^TAC£GGC 

CTGGGCCGTCGGAGAGTGCGTGTGCTTCTCTC 

QGQTTTQAGGATGGGGGAGTAGCTACAGGAAGCGACCXICGCGATGG 

AGTATTAGAAATGAGCTG&AGA(X^TT<^^ 

TGAAGTAATGTAGACAGAAGTTCTCAAATT^ 

TTAAATCAGAACnXX^TAAa^ 

GATCATTCTCTGTTTTCTGATJ^ 

AGTCTCCAAAACTGCAAGCACTrAGAQAAAT^ 

AAACCCGAATAACCCAAATGCACATGGCGATTT^ 

TCTACGGAAAAAGTATGACAAATATGGAGAAAAGGGA 

CTATTATCXOTATGATTTTGGTATT^^ 

TGCTGTTAATTCTGGAGAACTGTGGTTTGTAAA 

CACATGGAGAGACTTTGCTAAAGAAGTGGATGGGTT^ 

GCTTTGCCGAATGAAAGGAGTCAACAGCTATCCX^^ 

TCATGGAGACAGATCAAAGGAGAGTTT^ 

GACAGGAAATTTTGTCAACTCCAITVCAA^ 

AGGAGGAGATTGTTTGACTTCACAGACACGACT 

AGAAATATATTTGGAAGTAATACATAATCTTCCAGATT^ 

GGCTCATCATCGGTGGCTGTTATTTITTCA^ 

AAAAACTCTACTTAAAAATGATCATATTCAAGTTGGCA^ 

TCTGTATGTTTTTCAGCCGTCK^^ 

GAAGATTCTATATGAIATACTTGCCrrTC 

TTTTCCTGCCAATGACAAAGAAC^ 

ACCAGAGTTACGAAGAGCATCAAATCTTCTTTO 

gggactctgtaacatgtataacattcaggcttarc 
tgaaggacatcactctgctg^caaatcttggag^ 
acccaccaccttc^cgaactagttac^^ 
gtgtcatccttgccaactcttaatgcca 

CAGTATAGATTGCCAACAGTATCATTCTTTCTGTGCCCAGG 

TCCCCCAAAATCAAATAAAGCTTATCAGTATCACAGT^ 

CTGGGGTCTAGGATTTTTACCTCAAG^ 

GAAAAATCATTGGGTGATTGATTTCTATGCTCCTO 

CTTGGCTAGGATGATTAAAGGAAAAGTGAAAGCTGGAAAA 

AGCTGGGATCaGGGCCTATCCaAC^^ 

GAIAAATACCAGAGATGCAAAAGCAATOGGTC 

GAGGAATAAGQATGAACT TTGAT AATQTTGAAGATGAAGAAA 

AAGACACCTATTTAGAATGTTACATTTATGAT^ 

GAATTATCTACAGCACTGGTGTAAAAGAAGGGTCT^ 

GACTTTGO&GGCTAT3tfVTATATG^ 

TTTAAC^ACCTTTAAAAAATATTAAAACGATTCTTAG 

GACXATAGATTGCTGTCCCCCTCGACGGACTTATAATCT^ 

ATCH&CATAAATGTCTAAGTTGTATAA 

TAGTTTTTGGTCACTTGTTCTCCXAAAA^ 

GATGTGGCACAGTAAACAAACCCTOTTATGCTCT 

AAGGTTGAAAAAATGCTTTTAATTTTT^ 

AAATTTGAGCAACACTAAGTGCACAAATTCTGTAGTO 

TAGCAATTAACTGGGCATTGTAGAGTATCCTAAATATC 

TGTGTTCATGTATTTTCTGAAATTGCT^ 

TTACATATTTGCCTTCTGAACTTTO 

TTTTTCACTCCTGTCCAGTCTATTTACT 

AATGATACTGTAGTTATTCOUnraCTAG 

ACTGAAGTTATTTTTATAAGAAAATCAAGTATATAAATCTAG 

CTCAAAGAATCACAAATTTGTCAGTAACATGTAG^ 

CCAATCAGTCAAAAGAGGTCAATGAATTAAAAG 



FIGURE 190 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DKA56439 
<subunit 1 of 1, 747 aa, 1 stop 
<MW: 86127, pi: 7.46, NX(S/T) : 2 
MC^LNKDDYIRDLKRIILC 
HPDKNPNNPNAHGDFLKINRAYEVL^ 

YDDDPE I ITLERREFDAAVNSGELWFVNFYSPGCSHCmi^ 

GDDRMLCRMKGVNSYPSLFIFRSGMAPVKYHGDRSKE 

IQTAFAAGIGWLITFCSKGGDC^ 

TLEDRIJtffflRWLLFFHFGK^^ 

SLAVFKGQCTKEYEIHHGKKILYDILAF 

PPCRALLPBLRRASNLLYGQLKFGTLDCTVHBGLCNMYNIQAYPTTW 

AEQILEFIEDLMNPSWSLTPTTFNELV^ 

LTGLINVGSIDCQQYHSFCAQENVQRYP 

FLPQVSTDLTPQTFSBKVTjQGKNHWIDF^ 

QAYAQTCQKAGIRAYPTVKFTFYERAKRNFQEEQ^ 

Important features: 

Endoplasmic reticulum targeting sequence, 
amino acids 744-747 

Cytochrome c family heme-binding site signature. 

amino acids 158-163 

Nt-dnaJ domain signature. 

amino acids 77-96 



N-glycosylation site, 
amino acids 484-487 



FIGURE 191 



AGACAGTACCTCCTCCCTAGQACTACACAAGGACTGAACCAGAAGGAAGAGQACAGAGCAAA 

GCC&TQAACATCATCCTAGAAATCCTTCTGCT^ 

GTCGTTGGTGAAGTTTTTC&TTCCTC&GAGGAGAAAA 

TTAOTGGAGCTGGGCATGGAATAGGCAGGCAGACTACTTATGAATTTGCAAAACGA 

ATATTGGTTCTGTGGGATATTAATAAGCGO^TGTGGAGGAAACTGCAGCTGAGTGCCGAAA 

ACTAGGCGTCACTGOXATGCGTATGTGGTAGAC^^ 

CTCTAAATCAGGTGAAGAAAGAAGTGGGTGATGTAACAATCGTGGTGAATAATGCTGGGACA 

GTATATCCAGCCGATCTTOTCAGCACCAAGGATGAAGAGATTACCAAGACATT^ 

C^TCCTAGGACATTTTTGGATCACaAA&GCACTTCTTCCATC^ 

GCCACATCGTCACAGTGGCTTCAGTGTGCGGCCAaiAAGGGATTCCTTA 

TGTTCCAGCAAATTTGCCGCTGTTGGCTTTCACAGAGGTCTGACATCAGAACTTCAGG 

GGGAAAAACTGGTATCAAAACCTCATGTCTCTGCCCAGTTTTTGTGAATACTGGG^ 

AAAATCCAAGGAGAAGATTATGGCCTGTATTGGA^ 

GATGGAATACTTACCAATAAGAAAATGATTTTTGTTCCM 

ACTAC^GAAGTTTCTTCCTGAACXXIGCCTCAGCGATTTTAAA 

TTGAAGCAGTGGTTGGCCACAAAATCAAAATGAA ATGAA TAAATAAGCTCCAGCC^ 

TATGCATGATAATGATATGAATAGTTTCGAATCAATGCTC 

TCAGTCCTGATAATATTAAAAACATTGGTTTGGCACTAGCAGCAGTCA 

ATTACCTGTCTTCCTGTTTCTGAAGAATATTTACGTAGTTTTTCAT^ 

TCATGCCTCTTAAAAACTTCTGTGCTTACATAAACA^ 

TTTATTTTTCCATTTAAAGGTGGACAAAAGCTACCT 

TATTTACAC^GGGAAGGTTTAAGACTGTTCAAGTAGCATTCC^ 

AATATCAACAAGAACACAGAATGAGTGCACAGCTAAGAGATCAAG 

ATCTXIAACCTGGACATATTTTAAGATTCA 

TCATTAGCCCAAAACGGTGCAACTCTATTCTGGACTTTATTACCT 

AACTCTGAAGTCCACCAAAAGTGGACCCTCTATATTTCCTCCCTTTTTATAGTCTTATAAGA 

TACATTATGAAAGGTGACCGACTCTATTTTAAATCT 

TAACCTTTTTCTTTGTAATTTATGCTTT 

TTTAGGCTCAAAAATTAAAGCTAACACAGGAAAAGGAACTGTACTGGCTATTAC^ 
CAATGGACCCAAGAGAAGAA 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA56409 
oubunit 1 of 1, 300 aa, 1 stop 
<MW: 33655, pi: 9.31, NX(S/T): 1 

MNIILEILLLLITIIYSYLESLVKFFIPQRRKSVAGEIVLITGAGHGIGRQTTYEFAKRQSI 
LVLWDINKRGVEETAAECRKLGVTAHAyVVDCSNREB I YRSLNQVKKEVGDVT I WNNAGTV 
YPADIiLSTKDE E I TKTFEVNI LGHFWI TKALLPSMMERNHGH I VTVAS VCGHEGI P YLI PYC 
SSKFAAVGFHRGLTSELQALGKTGIKTSCLCPVFVNTGFTKNPSTRL 
GILTNKKJyilFVPSYINIFLRLQKFLPER^ 

Important features: 
Signal peptide: 
amino acids 1-19 

cAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 30-33 and 58-61 

Short-chain alcohol dehydrogenase family protein 

amino acids 165-202, 37-49, 112-122 and 210-219 



FIGURE 193 



CGGCGGCGGCTGCX«3GCGa3AGQTGAGGGGCGCGAGGTGAGGGGCGCGAGGTTCCCAGCAGG 

ATGCCCCGGCTCTGCAGGAAGCTG^GTGAGAGGCCCGQAGAGGGCCCAGCCCGCCCGGGGC 

AGGATGACCAAGGCCOMCTGTTCCGGCrcTGGCTGG^^ 

GCTGATC&T<XrK5TACTGGGACA^ 

CTAGGCCGCACACGGGGCCGCCGCTGCCC^CGCCCGGGCCGGACAGGGACAGGGAGCTCACG 
GCCGACTCCGATGTCGACGAGTTTCTGGACAAGTTTCTCAGTGCTGGCGTGAAGCAGAGCGA 
CCTTCCCAGAAAGGAGACGGAGCAGCCGCCTGCGCCGGGGAGCATGGAGGAGAGCGTGAGAG 
GCTACGACTGGTCCCCGCGCGACGCCCGGCGCAGCCCAGACCAGGGCCGGCAGCAGGCGGAG 
aXSAGGAGCGTGCTGCGGGGCTTCTGCGCCAACT 

CGCATTCGACGACATCCCCAACTCGGAGCTGAGCCACCTGATCGTGGACGACCX3GCACGGGG 
CCIATCTACTGCTACGTGCCCAAGGTGGCCTGCACCAACTGGAAGC^ 

AGCGGAAGCCTGCTGCACCGCGGTGCGCCCTACCGCGACCCGCTGCGCATCCCGCGCGAGCA 

CGTGCACAACGCCAGCGCGCACCTGACCTTCAACAAGTTCTGGCGCCGCTACGGGAAGOT 

CCCGCCACCTCATGAAGGTCAAGCTCAAGAAGTACACCAAGTTCCrCTTCGTGCGCX^ 

TTCGTGCGCCTGATCTCCGCCTTCCGCAGCAAGTTCX3AGCTGGAGAA 

C^GTTCGCCGTGCCC^TGCTGCGGCTGTACGCCAACCAC^CCAGCCTGCCCGCCTCXSGC^ 

GCGAGGCCTTCCGCGCTGGCCTC^GGTGTCCTTQSCCAAC^ 

CCGCACACGGAGAAGCTGGCGCCCTTCAACGAGCACTGGCGGCAGGTGTACCXX3CTCTGCCA 

CCCGTGCC^GATCGACTACGACTTCGTGGGGAAGCTGGAGACTCTGGACGAGGACGCCGCGC 

AGCTGCTGCAGCTACTCCAGGTGGACCGGCAGCTCCGCTTCCCCCCGAGCTACCGGAACAGG 

ACCGCCAGCAGCTGGGAGGAGGACTGGTTCGCCAAGATCCCCCTGGC 

GTATAAACTCTACGAGGCCGACTTTGTTCTCTTCGGCTACCCG 

GAGACTGAAAGCTTTCGCGTTGCTTTTTCTCGCGTGCCTGGAACCTGACGCACGCGCACTCC 

AGTTTTTTTATGACCTACGATTTTGCAATCTGGGCT 

ATTGAGTAOTGTATCGATATTGTTTTITAAGATTAA 



FIGURE 194 



</usr/seqdb2/sst/DNA/Dnaseqs .rain/ss .DNA56112 
<subunit 1 of 1, 414 aa, 1 stop 
<MW; 48414, pi: 9.54, NX(S/T) : 4 
MTKARLFRLWLVLGSVFMIL^ 

DSDVDEF^KFLSAGVKQSDLPRKETEQPPAPGSMEESWGYDWSPRDARRSPD 

RSVLRGFCANSSLAFPTKERAFDDIPNSELSHLIVDDRHGAIYCYV^ 

GSLLHRGAPYIffiPriRIPREHVHNASAHLTFNKFW^ 

VRLISAFRSKFELENEEFYWCFAVPMLRLYiUraTSLPAS 

HTEKLAPFNEHWRQVYRLCHPCQ^ 

ASSWEEDWFAKI PLAWRQQLYKLYEADFVLFGYPKPENLLRD 

Important features: 
Signal peptide: 
amino acids 1-31 

N-glycosylation sites* 

amino acids 134-137, 209-212, 280-283 and 370-373 

TNFR/NGFR fazaily cysteine -rich region protein 
amino acids 329-332 



FIGURE 195 

TCGGGCCAG^TTCGGCA^ 

AAGAGGCCCAGAGTAQA6AGAGAGAGAGACCGAC6TACACGGGATO 

ATGCCGGGAAGGTGGTGGTCGTGACCGGGGGCGGGCGCGG 

GCCTTCGTGAACAGCGGGGCCCGAGTGGTTATCTGCGACAA^ 

CCTGGAGCAGGAGCTCCCTGGAGCTGTCTTTATCCT 

TGAAGACCCTGGTTTCTGAGACCATCCGC 

GCTGGCC^C(^CCCACCCCCACAGAGGCC 

GCTGGAGCTGAACCTACTGGGGACGTACACCTTGACCAAGCTCGCCCTC^ 

AGAGTCAAGGGAATGTCATCAACATCTCCAGCCT 

GTTCCCTATGTGGCCACCAAGGGGGCAGTAACAGCC^ 

AAGTCCATATG^TGTCCGAGTCAACTGTATCT^ 

AGGAGCTGGCAGCCTTAATGCCAGACCCT 

CCACTGGGCCGCATGGGCCAGCC^ 

AGCCAACTTCTGCACGGGCATTGAACTGCTCGTGACGGGC^^ 

GCAAGGCCAGTCGGAGCACCCCCGTGGACGCCCCC 

CTACTTGGGGCCCCCTTCCTAGK3ACT 

CCCCAAGCCCTTAGACTCTAAGCCCAGTTAGC^ 

AAAAACGATrTGCAGCC 



FIGURE 196 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA56045 
<subunit 1 of 1, 270 aa r 1 stop 
<MW: 28317, pi: 6.00, NX{S/T) : 1 
MATGTRYAGKVVVVTGGGRGIGAGIVRAFTO 
VTQEDDVKTLVSETIRRFGRLDCVVNNAG^ 

ALPYLRKSQGWINI SSLVGAIGQAQAVPYVATC I S PGN 

IWTPLWEELAALMPDPRATIREGMLAQPLGRMGQPAEVGAAAW 

AELGYGCKASRSTPVDAPDIPS 

Important features: 
N-glycosylation site* 

amino acids 138-141 

Short-chain alcohol dehydrogenase family protein 
amino acids 10-22, 81-91, 134-171 and 176-185 



FIGURE 197 



AGGCGGGCAGCAGCTGCAGGCTGACCTTGCAGCTTG^ 

CTGTTTCTTCTTACCATTTCCATCTTCCTC 

GAGGAAGGGGCAAGGGCGGCCTGGGCCCCIX^KCCCTGG 

TGGTGTCACGGATGAAACCGTATGCCCG^^ 

GTGGCCCAGCTGAGGAACAGCTCAGAGCTGGCCCAGAGAAAOT 

GTGGATGTCG^CAAGAGGAGCCTGTCTCCCT 

GTATCCCCGTGGACCTGCCGGAGGCACGGTGCCTGT^ 

ATGC^GGAGGACCGCAGCATGGTGAGCGTC 

CCTC3XX:CCGCCACCGCCCCGCACAGGGCCTTGC^^ 

CTGTGGGCTGCACCTGCATCTTCTO 

CC^TCCTCCTTGC^CCnTTGTGCCAAGAAAGGCCT 
GCAAG 



FIGURE 1 98 

</vLsr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA59294 
<subunit 1 of 1, 180 aa, 1 stop 
<MW: 20437, pi: 9.58, NX(S/T) : 1 

MDWPHNLLFLLTI S I PLGLGQPRS PKSKRKGQGRPGPLAPGPHQVPLDLVSRMKPYRRMEEY 

ERNIEEMVA^QLIWSSELAQRKCEVNLQLWMSNKRSLSPWGYSINHD 

GCWPFTMQEDRSMVSVPVFSQVPVRRRLCPPPPRTGPCRQRAVME 

Important features: 
Signal peptide: 

amino acids 1-20 

N-glycosylation site. 

amino acids 75-78 

Homologous region to IL-17 
amino acids 96-180* 



FIGURE 199 



GCGCCGCC^GGCGTAGGCGGGGTGGCCCTTGC^TCTCCCGCTTCCTTGAAAAACCCGGCGGG 

CGAGCGAGGCTGCGGGCCGGCCGCTGCCCTTCCCCACACTCCC03CCQAGAAGCCTCGCTCG 

GCGCCCAAC^^GCGGGTGGGCGCTGCGGCCCGC^CTAACGGCGCTCCTGGCCGCCTGGAT 

CGCGGCTGTGGCGGCGACGGCAGGCCCCGAGGAGGCCGCGCTGCCGCCGGAGCAGAGCCGGG 

TCCAGCCCATGACCGCCTCCAACTGGACGCTGGTGATGGAGGGC^^ 

TACGCCCCATGGTGTCCATCCTGCCAG(^GACTGATTCAGAATGGGAGGCTTTTGCA 

TGGTGAAATACTTCAGATCAGTGTGGGGAAGGTAGATGTCATTCAAGAACCAGGTTTGAGTG 

GCCGCITCrTI'GTCACXIACTCTCCCAGCATTTTTTCATGCAAAGGATGGGATATTCCGCCGT 

TATCGTGGCCCAGGAATCTTCGAAGACCTGCAGAATTATATCTTAGAGAAGAAATGGCAATC 

AGTCGAGCCTCTGACTGGCTGGAAATCCCCAGCTTCTCTAACGATGTCI^SGAATGGCTGGTC 

TTTTTAGCATCTCTGGCAAGATATGGCATCTTCACAACTATTTC^ 

CCTGCTTGGTGTTCTTATGTGTTTTTCGTCATAGCC^CCT^ 

TCTGGTCTTGGTGGTAATATCA6AAT0TTTCTATGTGCCAC7TCCAAGGCATTTATCTQAGC 
GTTCTGAGCAGAATCGGAGATCAGAGGAGGCTC^TAGAGCTGAACAGTTGCAGGATGCGGAG 
Q GAGGAAAAAGATGATTCAAATG^GAAGAAAACAAAGACAGCC^GTAGATGATGAAGAAGA 
£ GAAAGAAGATCTTGGCGATGAGGATGAAGCAGAGGAAGAAGAGGAGGAGGACAACTTGGCTG 
€ CTGGTGTGGATGAGGAGAGAAGTGAGGCCAATGATCAGGGGCCCCCAGGAGAGGACGGTGTG 
^ ACCCGGGAGGAAGTAGAGCCTGAGGAGGCTGAAGAAGGCATCTCTGAGCAACCCTGCCCAGC 
^ TGACACAGAGGTGGTGGAAGACTCC!TTGAGGCAGCGTAAAAGT 

^ TGTAGATTTAATGATGCGTTTTCAAGAATACACACCAAAACAATATGTCAGCTTCCCT 
£ CCTGCAGTTTGTACCAAATCCTTAATTTTTCCTGAATGAGCAAGCTTOT 
IT CTCTAGTCATTTGGTCTCATGGCAGTAAGCCTCATGTATACrAA^ 
5 GACAATCAGGATATAGAAAAACAA&CGTAGTGTTGGGATCT^ 

CAAGTTC^TTTACTTAGGGGTCAGAGAGTCTCGACCAG^GGAGGCCATTCCCAGTCCTAATC 
p AGCACC^CCAGAGACAAGGCTGCAGGCCCTGTGAAATGAAAGCCAAGC^GGAGCCITTGGCT 
It CCTGAGklATCCCCAAAGTGTAACGTAGAAGCCTTGCATC 

VI TTTTGTCAAATTGCAGGAAACATCAGGCACCACAGTGCATGAAAAATCTTTCACAGC 
H ATTGAAAGGGCCTTGGGTATAGAG^GCAGCTCAGAAGTCATCCCAGCCOTCTGAATCTCCTG 
H TGCTATGTTTTATTTCTTACCTTTAATTTTTCCAGCATTTCCACCATG 
CCACACTCTTCACTATTATCTCTTGGTCAGAGGACTCCAATAACAGCC^ 
TGTGTTTGTTCATTCTGAC CTAAGGGGTTTAGATAATCAGTAAC CATAAGCC CTGAAGCTGT 
GACTGCCAAACATCTCAAATGAAATGTTGTGGCCATCAGAGACTCAAAAGGAAGTAAGGA^ 
TTACAAGAGAGATTAAAAAAAAATTGTTTTGTCCAAAATATAGTTGTTC 
AAGTTTTCTAAGCyVATATTTTTCAAGCCAGAAGTCCTCTAAGTCTTGCCAGTACAAGGTAG^ 
CITGTGAAGAAAAGTTGAATACTGTTTTGTTTT 
TACTTTAATAATAACTAAAAAACCACTTOTGATTTTCCTT(^ 
GAATTAATGAACTCCAGTACCTGAAAGTGAAAGATTTG^ 

TTCCAAAGAATTATATCTTTGTAAATOTCTCAATACTCAATCTACTGTAAGTACCCAG 
GCTAATTTCTTT 



FIGURE 200 

</iisr/segdb2/sst/DNA/Dnaseqs .min/ss .DNA56433 
<subunit 1 of 1, 349 aa, 1 stop 
<MW: 38952, pi; 4.34, NX{S/T) : 1 
MAGGRCGPQLTALLAAWIAAVAM 
WCPSCQQTDSEWEAFAKNGEILQISVGKVDVIQBP^ 

PGI FEDLQNYI LEKKWQS VEPLTGWKS PASLTMSGMAGLFS I SGKI WHLHNYFTVTLGI PAW 
CSYVFFVIATLVFGLFMGLVLWISECFY^ 
DDSNEEENKDSLVDDEEEKEDLGDEDEAEEEEEEDNI^^ 
EVEPEEAEEGISEQPCPADTEVVEDSLRQRKSQHADKGL 

Important features: 
Signal peptide: 

amino acids 1-22 

Transmembrane domain: 
amino acids 191-211 



N-glycosylation site, 
amino acids 46-49 

Thioredoxin family proteins. 

isomerase) 

amino acids 56-72 



(homologous region to disulfide 



Flavodoxia proteins 
amino acids 173-187 
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ATCTGGTTGAACTACTTAAGCTTAA 

TGACTC&GAGATTCTCTTTTGTC 

CAAATGCTATATCTATTCAGGGGCTCTCAAGAACAM 

TTGGATGAAGATGGATATACTCAATTACACTTCGACTCTC^ 

TGTTTCAGAGAAAGGATCGTGTGCTGCATC 

GAATCCTATGCTTGGTAATACTGGTGATAGCTGTGGTCCTGGGTACCATC 
AGCCCTTGTCCTCCTAATTGGATTATATATG^ 

AAATTCCTGGGATGGAAGTAAAAGACAATGCTGGCAACTGGGCTCTAATCT 
ACAGCTCAAATGAATTGGGATTTATAGTAAAACAAGTGTCTC 
TGGATAGGCCTTTCTCGGCCCCAGACTGAGGTA 
CTCTTCTAACTTATTTCAGATCAGLAA 

TATGGATTCACX5TGTCAGTCATTTATGACCAACTGTGTAGTO 

GAGAAGAAGTTTTCAAT GTAAG AGGAAGGGTGGAGAAGGAGAGAGAAATATGTOA 

AGGAGGACAGAAAACAGAACAGAAAAGAGTAACAGCTGAGCT^ 

TTTAGAGAGCTTGGCCAACTGTAATCTTAACCAAGAAATTC 

GTATTTGTCGACCTACAGGTAGGCTAGTATTATTT^ 

AATCAGGGCAGCCAAGCTTGAGTTTTTAT^ 

CACTTTGTTACCCAGGCTGGAGTGCAGTGGCACAATCTCGACT 

TTTTTTGTAGAGACTGGGTTTC 

TGATCTGCCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGATGTG^ 

CCCAAGCTTGAATTTTCATTCTGCCATTGACTTGGCA 

ATCTTAATTTCTGGCTCTATGAGAGTTGTTT 

GrTGTTGCCACGATTTGACCCTCAACTTCTAGCAGT^ 

ATATTTCTGAATAGCTAAATGAAGAAATGGGAAAAAATCTTCACCA 

ATTATTTTCATCAGTATGATC^TAATTATGATTATCATCrra 

CTTTTTCTTTATCAATTAAATAGCTCAGAG^ 

TTTTTTTTTTTTTTTTTTTGAGACAGAGTT^ 

CACGATCTCGGCTCACCGCAACCTCCGC^ 

CCCAAGTAGCTGGGATTACAGTCAGGCACCACC^ 

AGAGACAGGGTTTCTCCATGTCGGTCAGG^ 

CTGCCTCGGCCTCCCAAGTGCTGGGACT 

TGTATAATATGTAATTGTAGGGAAACTGCTCTCATAGGAAAGTTTTCT 

AAAATACATAAAAATACATAAAATCTGATGATGAATATAAAAAAGTAACCAAC 

ACAAGTATTAACATTTTGGAATATGTTTTATO 

ACC^TTTTTTTCAGTAATTACT 

TGCTGATTTGTCTTATTTTTTTCATAOTTTC 

TTTCTGTATTACTAGGGAGGCATTTACAGTCCTCTAATGTT 

TGTACCAATTTTACTAAATTATGCAGTTTAAAATGGATGATTT^ 

tto^taaaaaaaaactcttatcaaaaaa^^ 



FIGURE 202 



</usr/segdb2/sst/DNA/Dnaseqs .min/ss .DNA53912 
<subunit 1 of 1 # 201 aa, 1 stop 
<MW: 22563, pi: 4.87, NX(S/T) : 1 
MEYHPDLENLDEIX3YTQLHF^ 

VLGTMGVLSSPCPPNWIiyBKSCYLFSMSLNSWDGSKRQCWQI^ 

VSSQPDNSFWIGLSRPQTEVPWLWEDGSTC 

CSVPSYSICEKKFSM 

Important features: 

Type II transmembrane domain: 

amino acids 45-65 



v< cAMP- and cGMP- dependent protein kinase phosphorylation site* 
W amino acids 197-200 

P5 ; 




Homologous region to LDIi receptor 
amino acids 34-67 and 70-200. 



N-myristoylation sites, 
amino acids 35-40 and 151-156 
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GGAAGGGGAGGAGCAGCXXA^ 

CACAGGCTGGAGTGCAGTCGTGT^^ 

TCAGCOTCCCGAGTAGCTGGGATTACRgg 

TCGCTGCTGCAGACGACACTGTTCCTGCTC 

GAAGACTTTCGCTTCTGCAGCCAGCXK3AA 

CGCaTCTCCATOGaGAACTOOGAAGAO 

TOTTTCCCTGACCCC3U3GGGCCTCT^ 

TATGGCAAGTOTGACTTCrTGCr^^ 

GCTCAGGGCCCCCCGCTGTTAGC 

GCCAGCTTCACCTTCTCCTTC^ 

AAAAGGGACXTTCCAGCTOCTCAGC 

GCCAGCCAGCAGTTGC&GAGCXrrGGAGTC^ 

GAGGACCGGATCAAOTCCAOSGTGTGGAAGC^^ 

CAGGAGGAGGAGCAGAGCGAGATCATGGAGTACTCGG^ 

CGGAGCXSGGGAGGCTGAGAAGAGACTCCTCC^ 

AGCCAAGTCCTGGGTGAG^UVGCTCTT^^ 

GTGCTCACTTTCCAGCACCAGCTAC^ 

TTGAGCAGCCCGGGGCATTGGAGCAGTGCT^ 

AACCACTTGACCTACTTTGCAGTGCTGATGGTCT 

CTCCTXTrcCTACGTGGGCTGTGTCGTCT 

GTGCCXXTTCXX3GTOCAGGAGGAAACCT^ 

CTGCTGGACACX^GCTTCCTGCTCAGCGAGCC^^ 

ATCTTCCTGCACTTOTCCCTGCT^ 

OTGGAGGTCTTTGGCACCTATGTCCCTGGCTACCn^ 

CTGGTGACGCTCGTGGCCCTGGT^ 

GGCGTCATCTACCCTTCCArGTGCTGGATCCGGGACT 

CTGGTGTTTCTGTTCAACATGGCCATGCTA(^^ 

AAGTCGTCACATGTGCTGACACTGCTO 

TTTGCTTCTGGCACCTTCXa^^ 

TTCArcTGGTACTGGTCCATGCGGCTGCAGGC^ 

AGGCTCCXXATCAGCTCGGGCAGCACCT^ 

CAGAGATGCGGCCTCGTCGCAC&CTGCC^ 

TTGGAAAGCCCAACGACCATOGAGAGAT^ 

GCCTTC3GGGACTACTCGGCTCTCACTCAGCTCXX 

tccccaxtatcrgtcccaacxtcagctc 
ggk:caqgccotggatcttga^ 

GTTGCTCTGXCTCTCX^GGTCacra 

OSAATGGGrarcCAGGGCAGACCTTCA^ 

AGCTttSCCTACCTCTGAGCO^ 

TCCTCCTCTCCC&GGGCXnX^^ 

GTGGTTTCX^GGAGCTGCCTGGTGTCT^ 

GGOTCGGTACCGATGCGTGGGCTGGGCTAGGTCCCT 

CTCACCCTGACCAAGCACACXXXTTCAGAGGG 

CCATGCCAGTCXJCXSTCrGGTTTCCATCCCA 

GAGCCT3ACACICTCCTAW 

TAATTCTC3TCXIAACAAACACACACGGOT 

GTC^CH^CTCCKXX^O^ 

GGGAGCCATCATTCCTGCCTGGGAATCCT^ 

GGGAAiGGATUlTCUriTTTACCn^ 

ATTTGGAAACTGTAGAAGAGAATCAAGAAGAAAAAT^ 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 204 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50921 
<subunit 1 of 1, 693 aa, 1 stop 
<MW: 77738, pi: 8.87, NX(S/T) : 7 

MTPQSLLQTTLFLLSLLFLVQGMGRGHRBDFRFCSQRNQTHRSSIiHYKPTPDLRISIENSE 
EALTVHAPFPAAHPAS^FPDPRGLYHFOjYTOIRHAGRLHLLYGKRDFLLSDKASSLLCFQH 
QEBSLAQGPPLLATSVTSWHSPQNISLPSAASFTFSFHSPPHTAAHNASVDMCELKRDLQLL 
SQFLKHPQKASRRPSAAPASQQLQSLESKLTSVRFMGDMVSFEEDRINATVWKLQPTAGLQD 
LHIHSRQEEEQSEIMEYSVIiliPRTIiFQRTKGRSGBAEKRLLLVDFSSQALFQDKNSSQVIiGE 
KVLGIWQNTKVANLTEPVVLTFQHQLQPKirVTLQCVFWVEDPTLS S PGHWSSAGCETVRRE 
TQTSCFOfflLTYFAVLMVSSVEVDAVHKHYLSIJiSW^ 

RRKPRDYTIKVHMNLLLAVFLLDTSFLLSEPVALTGSEAGCRASAIFLHFSLLTCLSWMGLE 

GYIHjYRLVVEVFGTYVPGYLLKLSAMGWGFPIFIi^ 

PSMCWIRDSLVSYITNLGLFSLVFLFNMAMLATM 

LPWALIFFSFASGTFQLVVLYLPSIITSFQGFLIFIWYWSMRLQARC3GPSPLKSNSDSARLP 
ISSGSTSSSRI 

Important features: 

Signal peptide: 

amino acids 1-25 

Putative transmembrane domains: 

amino acids 382-398, 402-420, 445-468, 473-491, 519-537, 568-590 
and 634-657 

Microbodies C- terminal targeting signal, 
amino acids 691-693 

cAMP- and cGMP- dependent protein kinase phosphorylation sites, 
amino acids 198-201 and 370-373 
N-glycosylation sites. 

amino acids 39-42, 148-151, 171-174, 234-237, 303-306, 324-327 
and 341-344 

Q-protein coupled receptors family 2 proteins 

amino acids 475-504 
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TGCCTGGCCTGCCTTGTCAACAATGCC^ 
GGAAANCNTCGGGACTACACCNTCAAGTGCA^ 
GACACGAGCTTCCTGCTCAGCGN^ 
GCCAGTGCCATCTTCCTGCACTTCrc 

TACAACCTCTACCGACTCGTGGTGGAGGTCTTTGGCACCTATGTCCCTGGCT 

GCTGAGCGCCATGGGCTGGGGCTTCCCCATCT 

TGGACAACTATGGCCCCATCATCTTGGCTGTGCATAGGACTCCA 

TCCATGTGCTGGATCCGGGACTCCCTGGTCAGCTACATCACCAACCT 

GGTGTTTCTGTTCAACATGG 
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CX3G&(X3CGTGGGCGGACG^ 

TCCTTTTCAAAAACTG£^ 

GCGATTCTCTGCTGCCA^ 

TCX3GGAGT03CTGCTTCCAAAGTGCCCGC^^ 

TTCTCCTGCTGACATCTGCCCTGGCCGGC^ 

AGTTITCX^CAACAAGG^CAGAA 

GAAGTATTCACAGCCCAAQGTTTCOTC^ 

AGGAAAATGTATCGATACAACTTACGTTIX^ 

ATC^TTTTCTAGAAGTTGAGGA^ 

GAAAACAGATTTCTAAAGGAAATO^AAT^ 

TCTGGATCCACTACAACATTG?^ 

TGCCACTGO&CCTGCTTAATAAT^ 

AGAGATGGCAGTTGGACTTAGAAGATCT 

GAAAATCXMAGTGGTGGATCTGAACCTT 

CAGTGTCCATAAGGGAAGAACTAAA^ 

GTGGGAACTGTGCCTGTTGTCTC 

ACGAGGTCXTITCAGTTGAGAC 

ACCATQAGG^TGTGACTGTGTGTGCAGAGG 

GAGCTGTGCAGTGCAGTGGCTGATTOTATTA^ 

TCAAGGACCTTTCATCTTCAGGATTTACA 

ACAGCIXrrTTTGAGAGGAGGCCTA 

TAAATAGATCACCAGCTAGTTTCAG^ 

GATACGGCTTAGGGTAATGTCAGTACAGGAAAAAAACTGT 

TCEAaAGCTCC^TOTCC^^ 

ATGTAAACCAGAACATTCTATCnACTACAA 

GTCATGCTGATAGGACAGACnX3GATTTTT 

TTCATGGTTTGGEAAQftflATAAACCT^^ 

TTTCATTGTGTACATTTTTATAT^ 

ATTTTTACCAAAGCTATTTAATATTCTTTTTT^ 

AAAC^CAATTGTTATAGCCAGAGGAACAAAQATGATM 

TT CTCCTA TGGTGCTAGAGTTAGAT^ 

GACTTTTTGAAAATAATTAAATIATCATATCTTCC^ 

AAGTAGACATTCAQATCCAGCCAT^ 

AAAGCACCTTGAAAAAGACTTG<X7U3CTTCC^ 

TTGTGATGTTCTGGTTTTATTATCTTAA^ 

GAAGTATGTCTCTTAACCAGTTCACTTATTGTACr 

AAAATGCrrAATATNGTGCCTAGGTlATGTGGTG^ 

ATQTGGCTATTTTGG&GAG^ 
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MSLPGLLLLTSALAGQRQGTQAESNLSSKFQFSSNKBQNGVQDPQHERIITVSTNGSIHSPR 

FPHTYPRirrVLVWRLVAVEENVWIQLTFDERFGLEDPEDDICKYDFVEVEBPSDGTILGRWC 

GSGTVPGKQISKGNQIRIRFVSDEYFPSEPGFCIHYNIVMPQFTEAVSPSVLPPSALPLDLL 

NNAITAFSTLEDLIRYLEPERWQI^LEDLYRPTWQLIiGKAFVFGRK^ 

SCTPRNFSVSIREELKRTDTIFWPGCLLVKRCGGNCACCLHN 

LRPKTGVRGLHKSLTDVALEHHEECDCVCRGSTGG 



Signal sequence: 
amino acids 1-14 



< 
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CCCATCTCAAGCTC^TCT 

AGACTAAAA^JOGTGTTTCXiAATGTGGACACTG 

AAACTCCTTGGGGCTAGATGGTTTCCTAAAACTCTGCCCTC 

ATCGTGGACTGCACAGACAAGCATTTQACA^ 

ACCATTAACCACATACCAGACATCTCCCXIAGC^ 

TGCAACTCTGTACCrATTCX7^ 

TTTAGTGGACTCACTTATTTAAAAT^ 

CCTAGCFTACAGCTTCTCAGCC^^ 

AACATAGAAATACTCTACCTOGGCCAAAACTGTTAOT 

(^TGCCTTCCTAAACT^ 

TTGCCATCTACTTTAACAQAACTATATCTCTAC^ 

CTCAACCAATTACAAATTCTTGACCTAAGTGG 

TGTAAAAATAATTCTCXCCIACAGATCXXTCTAA^ 

CAAAACTTCTTGGCCAAAGAAATTGGGGATGC^ 
TCITrCAATTTTGAACTTC3U3CT^ 

AAAATTCTGCGGATCAGAaGATATGTCTTTAAAGAGTT^ 

AATCTTGAAfiTTCTTGATCTTGGCACO^ 

CTGAAAOTCATAGATCTTTCAGTGAA 

GCCAGAACTTOTGTAGAAAGTTATGAACCCCAGGTCC^^ 

AGGAGTTGCAGATTGAAAAACAAAGAGGCTTC^^ 

TTGGATCTAAGTAAAAATACTATATTT^ 

AATCTGTCAGQAAATCTCATTAGCCAAACTCT^ 

GACTTCTCCAACAACCX3GCTTGATTTACT^^ 

ATAAGCAGTAATAGCCATTATTTTCAATCIAGA^ 

CT6CAGAAACTGATGATGAACGACAATGACATCTCTTC 

ACTCIXKaAATTCAGAGGAAATCAC^ 

AATCTGCTAAAATTAGAGGAATTAGACATCTCIT^AAAA 

ATGCCTCCAAATCTAAAGAATCTCTCTTTGGCX^ 

CIAAAGAACCTGGAAACTTTGGACCTCAGC^ 

AGAAGCCTCAAGAATCTGAT^^ 

CAGTTGOGATATCTGC^TCTCa^ 

AACAATCTGAAGATGTTGCTTT^^ 

GTTAACXMACGC^ 

CAAAGTGTGATCTCCCTGQATCTGTACACXTGTGAGl^ 

TCTGTATCTCTCTTTCTCA^ 

ITCnXSTAAGGCCAAGAX^ 

GACACTAAMACCCAGCTO 

CATTTTAATTTATGTCTCX3AGQAAAGG 

CAGCTTAGCAAAAAGACAGTOT^ 

TTGTCCCATCAGAGGCTCATGGATGAAAAAGTTGAT^ 

TCCAAGTTCCTCCAGCTCCGGAAAAGGCTCTC 

CCATACTTCTGGCAGTGTCTAAAGA^ 

AaSGTCaSCCCTTCTTTGCAAM 
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MVFPMWTLKRQ I L I LFN 1 1 L I S KLLGAROTPKTLPCD VTLDVPi^NHVI VDCTDKHLTE I PGG 
IPTNTTNLTLTINHIPDISPASFHRLDHLVEIDFRCXICVP^ 
GLTYLKSLYLDGNQLLEIPQQl^PSLQLLSLEANNIF 
NPCYVSYSI EKDAFLNLTKLKVLSLKDNNVTAVPTVLPST^ 

NQLQI LDLS GNCPRCYNAPFPCAPCKNNS PLQ I PWAFDALTELKVLRLHSNSLQHVPPRWF 
KNINKLQELDLSQNFLAKE IGDAKFLHFLPSL I QLDLS FNFELQVYRASMNLSQAFSSLKSL 
KILRIRGYWKELKSFNLSPLHNLQNLE^ 
PSGDSSEVGFCSNARTSVESYEPQVLEQLHYE^^ 
TLDLSKNSIFFVKSSDFQHLSFLKCIiN 

S TAFE E LHKLEVLD I S SN SHYFQSEG ITHMLNFTKNLKVLQKLMMNDN^ I S S S TS RTME S ES 
LRTLEFRGNHIJDVLWREGDNRyLQLFKNLLKLEEIJDISKNS 

AKNGLKS FSWKKLQCLKNL ETLDLSHNQLTTVPERLSNCSRS LKNL I LKNNQ I RS LTKYFLQ 

DAFQLRYLDLSSNKIQMIQKTSFPENVLNNLKMLLLHHNRFLCT 

YLATDVTCVGPGAHKGQSVISLDLYTCELDLTNLILFSLSISV^ 

YIYHFCKAKIKGYQRLISPIX:CYDAFIVYDTKDPAVTEV7^ 

RDWLPGQPVLENLSQSIQLSKKTVFVMTDKYAKTENF 

KPFQKSKFLQLRKRLCX5SSVLEWPTNPQAHPYFWQCLKNALATO 

Signal sequence: 
amino acids 1-26 

Transmembrane domain: 

amino acids 840-860 
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GGGITICCATTCTGCXSCTGCT^ 
AGTCX^CAATGCTGACCTGCAT^^ 
G^AGCIATCXXrGTGATGAGAAAAAGCAAAATGAOT 
TTCCCCAAACGGTGQGCAAATATGTGACAGAACI^ 
CATTTCAAGGGCraCAAAATCTC^ 
CCG£ttIATACAATCAAATGGCTT^ 
TTGAAGAOUVCCAjGTTACCCCA^ 
ATATATACAACATAACTAAAGAGGGCATTTC^ 
ATTTTAAa^AGTTTGCGAGAAAACTAACATAGAAGA 
»CTATOTrr<^TTCTCTTTCACA 
COCAGATCAARTACAT^ 
GTCCGAGGTGCTTCAATGCCCCATTTCCATGC^ 
CTTTTCAAAACTTGACCCMCTTCGATACCT 
TTAAAAATATGCCTCATCTGAAQGTGCTGQATCT 
ITTTAACGATGCTGCCCXXXrn^AGAAATACT^ 
TTAATATTTCXZAGAAACrTCTCTAAACTTTTGT^ 
TCAGAGAAGATGATTTCCAGCCCCTGATG 
AGCAAATCQATTTCAAACTTTTCCAA^ 
OGTTGGTAAAAGATACCCGGCAQAQTTATGCAAATAGTTCC^ 
CAGATTTTGAGTTTGACCCACATTCGAACT^ 
ATGGAAAAGCXrrTAGATTTAAGOrrC^ 
TTGCX^TGTTTAAATCTGTCTGCAAATAGCIAA 
TCAAATATTTGGATTTGACAAACAATAQACTAGACT 
AAGTTCTAGATCTCAGCTATAATTCACACTAT^^ 
ATTTCACAAATCTAAAAGTTTTAAACTTGAGCCAC^ 
GCAAGTCCCTGGTAGAATTAGTTTT^ 
TCTCCATTTTGAAAGGTCTCAAGAATCTGAC^ 
AAGCATTCCITAftTTTGOa^^ 
CATTACTCC&Q<3U5TTTCCn^ 
TATCIX^CTTTACATCTTCCCTTCGGACW 
TTTCTGAAGTCAGTAGTCTGAAGCACCT^^ 
AAACTAAGACCACCACCRAATTATCTATGTTGGAA 
ATTTCCGAAGATGGATGGATGAACATCT^ 
GGGATCAAAGAGGGAAGAGTATTGTGAGTCTGGAGCTAAC^^ 
TITICITCACGTTCTTTATCACCAC^ 
GGTTTATATATAATCTGTGTT™ 
CTTACATTTCTTATGACkCCAAAGATGCCTC^ 
AGAGCCGAGACAAAAACGTTCTCCTTTG^ 
TCATGCAGAGCATCAACCAAAGCAAGAAAACAGOOT 
AA71CAGCTTTTTACITGGCTTTGCAGA 
CAGTOTTACAGCATTCTCAGTATTTGAQ 
ACCCJG^GGCAGAAGGCTTGTTTTGGCAAACT 
ATATCTATgPaSRTTC^ 
GAATGACAlTrCIOTAITAGTTATCT 
TTTGCTGGCXX^CAGTTTTT^ 
AGGCTGCJUVTGTAGGTGTTCACC^ 
ATTCCTCCTGGGCTATTGGCCAAAGGCTATACTCA 
ATCSVGAGCTAGCAAAAAAGAGAGGTTGCT^ 
lATCTCATCACrTTQGCX&TATTCT 
TCAGTCCAGGGAAAACAGCTGAAGACCAAGAT<^ 
TGACTGCTGTCOTGGGATGGCCTGCrATCTTGATG^ 
ATCTTAGCAGTTG&CCTAACAC^^ 
TTAAGCTGTTGTTTATATTTATCAT^ 
TTACAGTTGCTTTTACAAATATTTGC^ 
ATAGCTTTTAAAGCATCTrr^^ 
TTGTTAATTGCCAlTGCrGTAAATCTO 
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MENMPLQSSMLTCIFLLISGSCELCAEEINFSRSYPCDEKKQNDSVIAECSiniRLQEVPQTVG 
KYVTELDLSDNFITHITNESFO^LQNLTKINLNHNP^ 

KNLRELLLEaDNQLPQIPSGLPESLTELSLIQNNIYNITKEGISRLINLKNLYLAWNCYFNKV 
CEKTNIEDGWETLTNLELLSLSFNSLSHVPPKLPSSLRKLFLSNTQIKYISEEDFKGLINL 
TLLDLSGNCPRCFNAPFPCVPCIXSGASINIDRFAFQNL^ 
PHIiKVI^LEFNYLVGEIVSGAFLTMLPRLEILDLSFOTI 

HLRGYVFQELREDDFQPI^QLPNLSTINLGINFIKQIDFKLFQNFSNLEIIYLSENRISPLV 

KDTRQSYANSSSFQRHIRKRRSTDFEFDPHSNFyHFTRPLIKPQCAR.YGKALDLSLNSIFFI 

GPNQFENLPDIACLNLSANSNAQVLSGTEFSAIPHVKYLDLTNNRLDFDNASALTELSDLEV 

LDLSYNSHYFRIAGVTHHLEFIQNFTNLKVLNLSHNNIYTLTD 

DILWNDDD^YISIFKGLKNLTRI^LSLNRLKHIPNEAFL^ 

LLQQFPRLELLDLRGNKLLFLTDSLSDFTSSLRTLLLSHNRISHLPSGFLSEVSSLKHLDLS 

SNLLKTINKSALETKTTTKLSMLELHGNPF^ 

GDQRGKSIVSLBLTTCVSDVTAVILFFFTFFITO 

GYRSLSTSQTFYDAYISYDTKDASVTDWINELRYHLEESRDKNVLLCLEERDWDPGLAIID 
NLMQSINQSKKTVFVLTKKYAKSWNFKTAFYLALQRLMDENMDVI IFILLEPVLQHSQYLRL 
RQRICKSSILQWPDNPKAEGLFWO^LRNVVLTENDSRYNNMYVDSIKQY 

Signal sequence: 
amino acids 1-26 

Transmembrane domain; 
amino acids 826-848 
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CCAGGTCCAACTGCACCTCGGTTCTATCQATTGAAT^ 
CGACCTCGACCCACGCGTCOSCCAAGCT^ 
CAGGCCAGGCAGGTGGGCCTCAGGAGGTGCCTC 
AAGGGCTAGGGTCCATCTCC^GTCCCAG^ 

TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGAGGCACAGGTGGCCCCC^ 

GCAGCTCCTGCCCCTGTCCGGGGGATG^ 

GGCCACCCCGCCTGGAGGCACAGGCCATGAGGGGCT 

CTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTACC^ 

CCGGGCTCACGGGGACCCTGTCTC^ 

CC^CCTGCGACGGGCACCGGGCCTGCAGCACCTACCGAACCATCTATAGGACCG 

CGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTC 

CAGCGGGCTTCCTGGGGCCTGTGGAGCAGCAATATGCCAGC 

GCTGTGTCCAGCCTGGCCGCTGCCGCT^ 

GATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTCCC 

CAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTG 

CCAAGGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGAC^ 

GAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCT 

CCCACTGCACAGCCTGGCCTCGCAGGCACT 

TGGTGCACTCCTTCCAGCAGCTCGGCCGC^ 

GAGGAGCAGCTGGGGTCCTGCTCCTGCA^ 

GACTGAGCCCCTCACGCraCCCTGC^GCCCCCATGCCCC^ 

AAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTCCTCCTC^ 

TTCCTCGGGAGGCTCCCCAGACCCTGGCATC 

CCCTGGCTACCCCCACCCTGGCTACCCCAAC^ 

AGGGAAGGTACGAGCTCCCTGCTGGAGCCTGGGACCCATGG 

GCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACCCCCAGC^ 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCG 

CGACCTGCAGAAGCTTGGCCGCCATGGCCCA^ 
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MRGSQEVLLMWLLVLAVOT 

STYRTIYRTAYRRSPGLAPARPRYACCPGWI^^ 

CPAGVTCGDTCQSDVDECSARRGGCPQRCINTAGS^^ 

PNPTGVDSAMKEEVQRLQSRVDLLEEK^ 

RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequences 
1-19 
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GCCAGGCAGGTGGGCCTC^GGAGGTGCCTCCA^ 

GGCTAGGGTCCATCTCCAGTCCCAGGACACAGC^ 

AGCAGCATCAGAGCAGCCCCTGTGGTTGGCAGC^^ 

GGGGCTTCGCGCTACGCCCTGCGGTGTCCCGAG 

AGTGGATGAGCAACCCAACGGGGGCC(X3GGGAGGGG^ 

AAAGCCACATCTGTAGCCAGGATGAGCAGTC 

CACAGGTGGCCCCCACCACCCGGAGGAGCAGCTCCT 

TCCTCCGCCAGGCC^CCCAGA 

TCTC^GGAGGTGCTGCTGATGTGGCTTCTGGTGTTGGCAGTGGG 

CCGGCCCGGCCGTAGGGTGTGTGCTGTCC^ 

TGCAGOSTGTGTACCAGCCCITCCTCA^ 

CGAACCATCTATAGGACCGCCTACCGCOSC^^ 

CGCGTGCTGCCCCGGCTGGAAGAGGACC^^ 

GC^GCCGCCATGCCGGAACGGAGGGAGCTGTC^ 

GGATGGCGGGGTGAC^OTTGKTCAGTCAGATGTGGATGAATC 

TCCCCAGCGCTGCATCAACACCGCCGGCAGTTACT 

TGTCTGCAGACGGTACACTCTGTGTGCCCAAGGGAGGGCCCCCC^ 

ACAGGAGTGGACAGTGCAATGAAGGAAGAAGTGCAGAGGCTGCAG 

GGAGGAGAAGCTGCAGCTGGTGCTGGCCC 

ATGGGCTCCCGGACCCCGGCAGCCTCCTGGTGCACTCCTTCCAGCAGCTCGG 
TCCCTGAGCGAGCAGATTTCCTTCCT^ 

CTCGTGACTGCCCAGCGCTCCAGGCTGGACTGAGCCCCTCACGCCGCCCTC 

CCCCTGCCCAACATGCTGGGGGTCCAGAA^ 

AGK3GCCTTCCTCCTCTTCCT 

GGGCTGGGATCTTCTCTGTGAATCCACCCCTGGCTACCCCCACCCTGGCTACC 
TCCCAAGGCCAGGTGGACCCTCAGCTGAGGGAAGGTACGAGCTC 
CCATGGCACAGGCCAGGCAGCCCGGAGGCTGGGTGGGGCCT 
CCCCAGCACAATAAAAATGAAACGTG 



FIGURE 215 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCAVRAHGDPVSBSFVQRVYQPFLTTCTCTRAC 
STYRTIYRTAYRRSPGIAPARPRYACCPGWKRTSGLPGACGAAICQPPCIRNGGSCVQPGRCR 
CPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCWBGHSLSADGTLCVPKGGPPRVA 
PNPTGVDSAMKEE^QRLQSRVDUBBKLQLVZAPLHSLASQAI^GLPDPGSLLVHSFQQLG 
RIDSLSEQISFLEEQLGSCSCKKDS 

Signal sequence: 
1-19 



FIGURE 216 



CCCACGCGTCCGAAGCTGGCCC^^ 

GGTGGGCCTCAGGAGGTGCCTCCAGGCGGCC^GTGGGCCTGA 

TCCATCTCCAGTCCCAGGACACAGCAGTC 

GAGCkGCCCCCAGGACCGGGGAGGCACAGGTGGC^^ 

CCCTGTCCGGGGGATGACTGATTCTCCTCCGCC^^ 

CTGGAGGCA.(^GGCCATGAGGGGCTCTCAGG^ 

AGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCOT^ 

GGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTC 

GGGCACCX3GGCCTGCAGCACCTACCGAA 

GCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTOCCCCGGCT® 

CTGGGGCCTGTGGAGCAGCAATATGCCAGC CGCCATGC CGGAACGGAGGGAGCTGTGTCCAG 

CCTGGCCGCTGCCGCTGCCCTGCAGGATGGC^ 

ATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTG 

M 

m GCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTO 
Rj CCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGAC^ 
^ GCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGC^ 
f GCCTGGCCTCGCAGGCACTGGAGCATG^ 
h TTCCAGCAGCTCGGCCGCATCGACTC^ 

GGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTC 
p TCACGCCGCCCTGCAGCCCCCAT^ 
^ GGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTC 

GCTCCCCAGACCCTGGCATGGGATGGGCTC^^ 

CCCACCCTGGCTACCCCAACGG^^ 

GAGCTCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCCCGG^ 
CCTCAGTGGGGGCTGCTGCCTGACrc^ 



FIGURE 217 



MRGSQEVLIJ^LVIAVGGTEHAYRPGl«VC^VI^GDPVSBSPVQRVyQPFLTTCIX3HRAC 
STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTS6LPGACGAAICQPPCRNGGSCVQPGRCR 
CPAGWRGDTC^SDVDECSARRGGCPQRnTNTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 
PNPTGVDSAMKEEVQRI^SRVDLI^EKIiQLVIJ^MSI^QALEHGLPDPGSrjjVHSFQQ^ 
RIDSLSKQISFLEEQLGSCSCKKDS 



Signal sequence: 
1-19 
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GGTTGCCACAGCTGGT TTAGG QCCCCX^ 
GACAAGTCXSCTGCCACCrTTGGCTGCCGA 
AGTTGGGTCTCCGTGTTTOWSGCCXKK^ 
AGATTCTCTTCCMSGGCTA6CAATTGGACT 
TTCAAAGCTGGGCTCAGCCTCTGTOT 
SSrcTGTGATGGTGGTGAGAAAGAAGGTG^ 
ATGGCCGCGTCATGfoTGGCCCGGC&^^ 
TCTTCTTCGCCTTTGAGTGCCGCTAOT 
TCXITTTTCTCCATGGCTACACT 
AAGCAGCTTTCATAGAAATGGAGATAGAAGCTA^^ 
* TCAAGAATTTCCAGATAAACAACCAGATTGTGAAACT^ 
GGGCCTCCCATTGCAGCATCTGTGACAAC^ 
TTGGAAAGAGGAACTACCGCTACTTCTACCTC 
TCAAGATOSTCTATGTGGCCCTCAAATCTTTGAA 
TTCTAGAAGTCCTCATTTGCTTCTO 
CTCTCAACCAGACAACCAATG&AGA^ 
ATGGCAATATTGTGAAGAAC^^ 
TTTTGCCACTGGAGGAAACT3GAAG 
CAGCCX!CCACAGAACACCTGAACTCAAATGAGATC 
AGCCCCC&Gtf^CACCACAGGAGGCAG 
T AATTAGGGC TATGAGAflATTTCaGGT^ 
GTTlTrerriX^TCTTTAGTCACCCAG 
CAAGGCAGTGGCAGAAGATGTCAGTC^ 
CXATGGCCTCAGa^C&GGG^ 
TGGTCTCATTCTGGGGCTAAAAGTTTTO 
GGGAGTGACAGAGACCTCIX3GCX2A^ 
TGGGGTCAGAAGATTCTOrroGCCACX^ 
TCCACTTCSTTCTANNNNNNNN^^ 
CAGGAATGGCaGTAATAAAAGTCTGCaC^^ 
ACTATCCCCTCAGACTCCCTOTC 
GCTCTCCTCTCCTCTCCTCT^ 
CGGCTGAGTGAGGGAAAG<XXIAGCACrGCTGCCC^ 
ATGGTAACCACACTGOKSGGCTTCCTC^ 
CACCCTGGGGGTGGGCTGTGGCCCXXIAGTCAGCTCT^ 
ATTATATGTGGCTATATTTCCTAGAGCAC^ 
GCGGTGGGGGAGTGTAAACOGGAACTTTTCA 
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MSVMVVRKKVTRKWEKLPGROT 

QLSPAI PVFAAMLFLFSMATLLRTSFSDPGVIPR^ 

RI KNFQINNQI VKLKYCYTCKIFRPPRASHCS I CDNCVERFDHHCPWGNCVGKRNYRYFYL 
FI LS LS LLT I YVFAFNXVYVALKS LKIGFLETL KET PGTVLBVL I CFFTLWSWGLTGFHTF 
LVMiNQTTNEDIKGSWTGKNRVQNPYSHGN^ 

PPSTQETSSSLLPQSPAPTEHIiNSNEMPEDSSTPEEMPPPEPPEPPQEAAEAEK 



Putative transmembrane domains s 

amino acids 36-55 (type II TM) , 65-84, 188-208, 229-245 



FIGURE 220 

AAAACCCTGTATTTTTTACAATGCAA^ 

TATAGGGATGGTGGGGTTGATTTTTNTTCCTGGA 

CCCACAGAGCNCTTCGACCATCACTGCCCCTGGGTGGGGAA^ 

CCGCTAOTTOTACCTCTTCATCCTO 

ACATCGT 



w 

m 
c 

m 

3 

P 



GTTGTGTCCTTCAGCAAAACAGTG 

TCTAT^GGAAAGAAAGAAAGAAAAAAACCGAAOT 

AAAAAAATCAOXSAAAACCATCCAGC 

GGGGCTGGCTGCTCTGTGTCTCTTCC^ 

CCAAAGCTATGGACAACGTGACGGTCCGGCAGGGG^ 

GACAACCGGGTCACCCGGGTGGCCTGGCT^ 

CAAGTGGTGCCTGGATCCTCGCGTGGTCCTTCTGAG^^ 

AGATCCAGAACGTGGATGTGTATGACG&GGGCC 

CACCCAAAGACCTCTAGGGTCCACCTCAT^ 

TTCAGATATCTCCATTAATGAAGGGAACAATATTAGCCTCACCT 

CAGAGCCTACGGTTACTTGGAGACACATCT 

GAATACTTGGAAATTCAGGGCATCACCCGGGAGCAGTCAGGGGACT 

CAATGACGTGGCCGCGCCCGT^ 

TTTCAGAAGCCAAGGGTACAGGTGTCCCCGT^ 

TCAGCAGTCCCCTCAGCAGAATTCCAGTGGTACAAGG^ 

GAAAGGGGTGAAAGTGGAAAACAGACCTTTCCTCT 

AACATGACTATGGGAAOTACACTTGCGTGGCCT 

ATCATGCTATTTGGTCCAGGCGCCGTCAGC^ 

CTGCGTCTGGCTGCTGCCTCTTCTGGTCTTGCACCTGC 

ACTTCCCCACCCGGGAAAGGCTGCCGCCAC^^ 

CGACAGCAACQ^TCAGATATATACAAATGAAATTAGAAGAAA 

AATTTGAGGGAGGGGAACAAAGAATACTTTGGG 

AATTGCCTTGCAGATATTTAGGTACAATGGAGTTTTCTTOT 

ACACCCGGCTTGGACCGACTGCAAGCTGCATCG 

GGGCTCAGCCTCTCTGCCC^CAGAGTGCrc 

AATTCAATCAGTCCATAGAGACGAACAGAATGAGAC 

G^CTTTGGTAGACTGTGCCACCACGGCGTGTGTTGTGAAAC^ 

AAAAA 



FIGURE 222 

MKTIQPKMHNSISWAIFTGIJyVL^ 

VTRVAWLNRSTILYAGNDKWCIJ^PRVVLLSOTQTQYSIEIQl^ 

TSRVHLrVQVSPKIVBISSDISINEGNNISLTCIATGRPEPTVTWRHISP^^ 

EIQGITREQSGDYECSASNDVAAPVVRRVKVTVNYPPyiSEA 

PSABFQWYKDDKRLI E6KRGVKVENRPFLSKLI FFNVSEHDYGNYTCVASNIOJGHTNAS IML 
FGPGAVSEVSNGTSRRAGCVWLLPLLVL^^ 

Signal peptides 
amino acids 1-28 
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GAAAAAAAATCATGAAAACCATCC&GCCAAAAATGCACAATTC 
ACGGGGCTGGCTGCTCTGTCTCTCTTCCAAGGAGTGCCGOTX3CGCA 

CCCCAAAGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCX3CCACCCTCAGGTGCACTA 

TTGACAACCGGGTCACCCGGGTGGCCTGGCTAAACCGC^GCACCATCCTCrATGCTGGGAAT 

GACAAGTGGTGCCTGGATCCTC^GTGGTCCTTCTGAGCAACACCCAA^ 

CGAGATCCAGAACGTGGATGTGTATGACGAGGGCCC^ACACCTGCTCGGTGCAGACAGACA 

ACCACCCAAAGACCTCTAGGX5TCCACCTCATTGTGCAAGTATCTCCCAAAATTGTAGAGATT 

TCTTCAGATATCTCCATTAATGAAGGGAACAATATTAGCCTCACCTGCATAGCAACTGGTAG 

ACCAGAG 
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ATGGCTGGTGAOGGOGGGGCCGGGCAGGGGACC^^ 

ATCACOXXTGGCCa^C^ 

AAGGGGACAAGACAGCTGTTAGGCTC^CX^ 

GCACTOCTTCTQGGCTGCCTTGTO^^ 

GAGGCCTGCATTOGAGTGGCTGGAAAAATC 

CAGTTCTCCTOTGGGGGCTGGATC^ 

CTCTGGGACCAAAACCAGGCCATA^ 

CAGAAGACACAGCGCTTCTACCTATCTTGCCT 

GACCTCATTGAGAAGATTGGTGGTTG 

GCAGTAGCAGGGACCTAO^GGGCCAC^ 

AATGT1ATCCAGGTGGACCAGTCTGGG 

AAAGTGCTC^CTGCCTATCTGGATTACATGGAGG 

GAGCAC^TGCAGCAGGTGCTGGAGTTGGA^ 

GAGGAGAAGATCTACCACAAGATGAGCATTO 

CTGTCTTTCrTGCXGTCA<XATTGGAGTTG^ 

CAGGTGTCAGAGCK^TCAACaSCAaSGAAC^^ 

ACAACCTCAAGCCTGGACCGAOGCT^^ 

TCCTGTGTGCCGAGGTGGCAGACCT<^ 

GTGAAGGCCACGTTTGAC&GGCAAAGGAAAaA^ 

GAGGCCCTGGGACAGCTGGTTTGGAT^ 

GATATGATTGGTTTOXS^C^ 

GAAGATTCTTTCTTCXAAAACATGTTGAATT^ 

CCTCCCAGCOTAGACXAGTG^^ 

GTCTTCCCrcCTGGCATCCTGCA^ 

GGTGTGGTCATGGGCCATGAGTTGACGC^^ 

CGGCCCTGGTGGCAGAATGAGTCCCTGO 

TACX^GGTCAATGGGGAGAGGCTCAACX3GCCG<XA^ 

GCTGCXTTACAATGCTTACAAAGCATGGCT^ 

AACCACX3^GCTCrrCTTCCTa3^ 

CTGGTCACCGACCCCCAC&GC^^ 

CACTTO3GCTXXX2CTCT0GGCT 

GAAATGGCCAGCTGTCACCAGACXTGGGGCAGCTCTC^ 
ATGCAAGCTOGXX^TGGGTCTAGTCXCTCCXirc 
TGCCTCTGCTTTGGGGGTGCCCCTGC^ 
GCCTGGAAGAGGTCTGGGTGGGGAGGCCA^ 



MNVALQELG&GSNVGFQKGTRQLL^^ 

STCLTEACIRVAGKILESIJDRGVSPCEDFYQPSCGGWIRRNPLPIXSR^ 

ILKHLLENTTFNSSSEAEQKTQRFYLSCI^^ 

FMEVLKAVAGTYRATPFFTVYISADSKSSNSNVI^ 

LDYMEELGMLLGGRPTSTREQMQQVL^^ 

SMDWLEFLSFLLSPLELSDSEPVVVYGMD^^ 

DRRFESAQEKLLETLYGTK3CSCVPRWQTCISNTDDALGFALGSLFVKATFD 

SEIRTAFEEALGQLVWMDEKTRQAAKE^ 

FQNMLNLYNFSAKVMADQLRKPPS 

PKALNFGG I GVVMGHELTHAFDDQGREYDKEGNLRPWWQNE SLAAFRNHTACMEEQYNQY Q V 

NGERLNGROTLGENITDNGGLKA^^ 

VRTPESSHEGLVTDPHSPARFRVLGTLS^^ 



Type II Transmembrane domain: 

amino acide 32-57 
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GCCCGGCCCTCCGCCCT^^ 

CAGCTGTCCCX5TTCGCGTCATGCCGAGCCTCCCGG^ 

CGGCTCCCGGCOTGOXXX^ 

CC5TTOX3G<^a3GCAGGTAGCT 

CAGCXXX^GGGGGCGCGGGGCGCAGGTGGCTOGGC^ 

CAAGCrcGTCCCCGCAGGCTGCACCTTCGGCGGGAAGG^ 
GGAGCGATTCX3(K3GTGftTGCGCro^ 

CIX3CTGCCAGACCTGCCCXXIAGGACTTCX3TG 

AGTCTCGCTGCTGCGCTCTAGCCTCC^^ 

CTCAGACTCCAATGGCAGTGTCCTC^^ 

GCGGGCAQTGCCTCGGTTGTCTCTGCX^^ 

CCXTTTCAGGGK^C^ 

TCTAGAAGGCCCCCACCAGCAGGGCGTAGGGGGCAT 

TTTTTTGCTGCTCTTCCGAGG^ 

GCTACTG03AGAACTTCAGG<X!AATGTCT^ 

CCAGGAGATGGACTGGCTGGTGCTGGGGGAGC^ 

CAGTGGACACATTGCTGCCAGGAAGA^ 

ACTCCAAAOGGGTGCTGCCXSGCTCAGCCA^ 

GGTAGGG&CAACCAGTG&GGTGGTGGCCATC 

GTGCCACATGGCTGGCCTATCCTCCCCTGCC^ 

TCATATGCTCCTGCAGAATGAGCTC^ 

ACGTGGCTGCCCI^CCT 

(X32TGTGAAGAGCCAAGCAGCAGGGCACGCC^ 

GCTGGCTGGGCTTGGT^^ 

TCX3GCGGCTGCTGAAGGGATTCI3VTGGCT 

GCACCTGGCAAAAGGCATGGCTTC 

CTCCTCCCAGGTGCACAIAGCCAAC^ 

GCGGGCX3CTGGGGGCTCCX3GATACAJG<XTCTC^ 

CAAACCTGGTGGTCCTGGGCGGCCKTCX^GACX^ 

TCGCTGGGCGCCCAACTACGACCO^^ 

GC^TGCXXACCGTC^ 

TTTTG&TGGTGACCGGAGCTGGCGGGC^ 

GTGTGCTGTCTGCACCTGCAAGCAGGGGGGCAC^^ 

CTGTGCCCAGCCIXnXX&TGTC^ 

GGACCXX^TGCAGGCTGATGG 

CCX!CTCAGTGCC<XCGTTTGGAGAGAT^ 

GTGAGGTGGG^CTGOaAaCCTGQTCT^ 

CTGTGTCCraGTGCCTCTGGGGGACACT^ 

GGGATGACTGTTCACTGCCACTGTCCTGTGGC^^ 

GGOGGCGTAAGTGAGGGAGTCO^^ 

ACCTGGTGGAATTGTTATTTATGACC^^ 

ATGAAGGTCACa3VGCIX3TGTGCa 

TGCCCTGCCCTCTATGOT 

AGCAGCCXX!AGAGACCAGAACTGATCCAGAGCTG 

AAGTGACCZ^AGAGGATGGGGCCTGAGCTGGGGAAGG 

CXX^VGTGCCTTTGOTCXrrCTOT 

GAGAGGCAGCTOGGCCAGACaSAGG^^ 

GCCCCACCCCTTTCTTCCICTACATAATCTCA^ 

GGCCCCGG^^ 

ATTTCTTTTTCAGTCTTTCGGCATGAGGTTGGCT 

GCNGAGAGTAGGAGGTG^AGAGAGGAGCTC^ 

CGTGGCWTTGGCTGGCATNCCTGGGTTCCGC^^ 

AATTTAGGGBkAOTAGAAGCAGGATTTTGACT^ 

TTTGAAGTTGCTCX7U3AGAGAGAATCAAAGGTG 

TTCCCTCCCCTCCCCTCCCCT^ 



FIGURE 227 

GGCCGAGCGGGGGTGCTGCGCGGCGGCCGTGATGGCTGGTGACGGCGGGGCCGGGCAGGGGA 

CCX3GGGCCGCGGCCCGGGAGCGGGCCAGCTGCCX3GGAGCCCT^ 

TCCACC^TGAACGTCGCGCTGC^GGAGCira^GC^ 

GACAAGACAGCTGTTAGGCTCACGCACGCAGCTX3GAGCT 

TGCTGGCTGCACTX3CTTCTGGGCTGCCTTGTGGCCCT 

TCCCACAGCACCTGCCTTAC^GAGGCCTGCATTCX^GTGGCTGGAAAAATCCTGG^ 
GGACCGAGGG6TGAGCCCCT6T6AGGAC7TTTACCAGTrCTCCTGT6GGG6CTGGATTCG^ 
GGAACCCCCTGCCCGATGGGCGTTCTCGCTGGAACACCTTCAA<^GCCTCTGGGACCAAAAC 
CAGGCCATACTGAAGCACCTGCTTGAAAAC^^ 

GAAGACACAGCXKTTCTACOTATCTTGCCTACAGGTGGAGCGCATTGAGGAGCTGGGAGCCC 
AGCCACTGAGAGACCTCATTGAGAAGATTGGTGGTTGGAACATTACGGGGCCCTGGGACCAG 
GAGAACTTTATGGAGGTGTTGAAGGCAGTAGCAGGGACC^^ 
CXJTCTACATGAGTGCCGACTCTAAGAGTTCCA^ 

GGCTCTTTCTGCCCTOTCGGGATTACTACTTAAACAGAACTGCCAATGAGAAAGTAAG^ 

ATCTTCCGAACCCCC^TCCCTACCCCTGGCTGAGCTGGGCTC 

TTGCCAAGGGTCAGAGCAGGGAAGGTGAGCCTATCCTGTCACCTAG 

CCTTTCTTTCTTCTiTTCTTCCTCX:CTCCCrCCCTTTCTTCCCCTTT 

TCTTATTCTTCTAGTAGGTTTCATAGAGACCTACT 

GAGATATAAGTTTCCGAGCCATTGCCACAGGAAGCGTTCAGTGTCGATGGGTTCATGGACCT 

AGATAGGCTGATAAGAAAGCTCACAAGAGGGTCCTGA 

AGCAAAGTCTTCCTGAAGAGATTG(^TTTGAGCCAGGTCCTGTAG 
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ATGCCTACTACCTTCCAACTAAGAATGAGAT^ 

TTCTATGCCCGCAACCACCCCAATO 

TGAGTTGACGCATGCCTTTGATGACCAAGGGCGCGAGT^ 

CCTGGTGGCAGAATGAGTCCCTGGCAGCCTO 

TACAATCAATACCAGGTCAATGGGGAGAGGCTCAACGGCCG 

TGCTXSACAACGGGGGGCTGAAGGC^ 

GGGAGGAGCAGCAACTGCCAGCCGTGGGGCTCACCAACCAC 
GCCCAGGTGTGGTGCTCGGTCC!GCACACCAGAGAGCT 
CCACAGCCCTGCCCGCTTCOSCGTGCTGGGCACTCrCr 
ACTTCGGCTGCCCTGTCGGCTCCCCC^ 

TGGATCAGGGGAGAAATGGCCAGCTGTCACCAGACCTGGGGCAGCT 

TTGCTCTTGGGTTGGGAGGAAGCAAATGCAAGCKjGGCTG 

GGTGACATGAGTACAGACCCTCCTC^ 

GCCTCCAGCAGAGCCCCCACCATTCACTGTGACATCTTTCCGTGTC^ 

GTCTGGGTGGGGAGGCCAGTTCCCATAGGAAGGAGTCTGCCTCTTCT 

CAGCCTGGCGGCCATGGGGCCTGCCGTGC^ 

TACCTCCTGGACTTCTCCCCAGGCTC^ 

TGGCTCACCCTCACGGGCTACCCCCACCTC^ 

CTGCTGCTGACCTTCACTGACAGCTCCTAGTGGAAGCCCAAGGGCCT 

TGCCCACTGTTTCCCTGGGCTGAGAGGGGAAGTGCATATGTGTAGCGGGTA 

GTCTTAGGGCACAAGCCTTAGCAAATGATTO 

GAGCAGGGAAAAGGAAGAACAGAGTTTATTTTTACAGAAAAGA 

TGGCCCTTATAGGACC 
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CCCACGCGTCCGAGCCGCCCGAGAATTAGACACACTCCGGACGCGGCCAAAAGCAACCGAQA 

CX^GGGGAGGCAAAAACACCGAAAAACAAAAAGAGAGAAACAACAC^ 

GGGGAAGAAAGAAAGAAAAGAAACCCACCCACCCACCAAAAAAAAAAAAAAAAAAAAAAAAA 

AAAAAAAAAAAATCCTGTGGCGCaCCGCCTGGTTCCCGGGAAGACTCGCCAGCACCAGGGGG 

TGGGGGAGTGQ1AGCTGAAAGCTGCTGGAGAGTGAGCAGCCCTAGCAGGGATGGACATGATG 

CTGTTGGTGCAGGGTGCTTGTTGCTCGAACCAGTGGCTGGCGGCGGTGCTCCTCAGCCTGTC 

CTGCCTGCTACCCTCCTGCCTCCTOGCTGGACAGAGTGTGGACTTCCCCTGGGCGGCCGTGG 

ACAACATGATGGTCAGAAAAGGGGACACGGCGGTGCTTAGGTGTTATTTGGAAGATGGAGC^ 

TCAAAGGGTGCCTGGCTGAACCGGTCAAGTATTATTTTTGCGGGAGGTGATAAGTGGTCAGT 

GGATCCTCGAGTTTCAATTTCAACATTGAATAAAAGGGACTACAGCCTCCAGATACAGAATG 

TAGATGTGACAGATGATGGCCCATACACGTGTTCTGTTCAGACT 

ATGCAGGTGC^TOTAACTGTGCAAGTTCCTCCTAAGATATATGACATCTCAAATGATATGAC 

CGTCAATGAAGGAACCAACGTCACTCTTACTTGTOT 

TTTCITGGCGACACATCTCCCCATCAGCAAAAC 

TATGGAATTACAAGGGACCAGGCTGGGGAATATGAATGCAGTGCGGAAAATGCTGTGTCA^ 

CCCAGATGTGAGGAAAGTAAAAGTTGTTGTCAACTTTGCTCCTACTATTCAGGAAATTAAAT 

CTGGCACCGTGACCCCCGGACXSC^GTGGCCTGATAAGATGTGAAGGTGCAGGTGTGCCGCCT 

CC^GCCTTTGAATGGTACAAAGGAGAGAAGAAGOTCTTC^^TGGCCAACAAGG^ 

TCAAAATTTTAGCACAAGATCCATTCTCACTGTTACCAACGTGACACAGGA 

ATTATACCTGTGTGGCTGCCAACAAGCTAGGCACAACCAA^ 

CCAAGTAGAGCCC^GTATGGAATTACCGGGAGCGCTGATGTT(^^ 

TGTGTTGACACTGTCCTCTTTCACCAGC^TATTCTACCTaAAGAATGCCATTCTA 

TTCAAAGACCCATAAAAGGCTTTTAAGGATTCTCTGAAAGTGCTGATGGCTGGA 

GGTACAGTTTGTTAAAAGCAGCGTGGGATATAATC^GCAGTGCOTAC^TGGGGATGATCGCC 

TTCTGTAGAATTGCTCATTATGTAAATACTTTAATTCT^ 

CCTTGTGAAGCAGTACACATTGTCCI^TTTTTAAGACGTGAAAGCTCTGAA 

AGGATATTAATTGTGATTTOiTGTFTGTAATCTACAACTTTTCAAAAG 

CTGCTAGGTTGCAGGCTGTAGTTTACAAAAACGAATATTC 

GGCTGGAATACAAGCATTCAGTTCCCTGTTTCAA 

CATTTTTTTCTTTT TTGAT AAAAAAGCAAATAATAT^ 

TAAOVCATATCTAGATTTTTCTGCTTGCATGA 

ATAACTGGCTGTGCAGCTCTGCTTCTCTTTCCTGTAAGTTCAGC^ 

AATAATATTTTTCTCTTTGTCTCCAA^ 

AAGTAAAAATAAACCAGAGTGATCAAGTTAAACCATACACTATCTCTAAGTAACGAAGGAGC 

TATTGGACnOTAAAAATCTClTCCTGCACTGACAATGGGGTTTGAGAATTTTC 

AACTCAGTTCTTGTGATGAGAGACAATTTAATAACAGTATAGTAAATATACCATATGATTTC 

TTTAGTTGTAGCTAAATGTTAGATCXIACCGTGGGAAATCATTCCCTTTA 

GTCCACTCAAAGGATTGCCTAGG^TACAGCATCT 

TTTTAAGATGATTTGTCAGAAAGGGCACAAAGTCCTATGACCT 

AGCGCTCATCATTAATTTTATTTTGTGGCAGGTATTATGACAGTCGACCTGGAGGGTATGGA 

TATGGATATGGACGTTCCAGAGACTATAATGGCAGAAACCAGGGTG6TTATGACCGCTACTC 

AGGAGGAAATTACAGAGACAATTATGACAACTGAAATGAGACATGCACATAATATAGATACA 

CAAGGAATAATTTCTGATCCAGGATCGTCCTTCCAAATGGCTGTATTTATAAAGGTTT^ 

AGCTGCACTGAAGCATCTTATTTTATAGTATATCAACCT^ 

AGGTAGCTGAAGACCTTTTAG^CAGTTCCATCTTTTTTTTTAAA 

AGACAAATTATGGGACGTTTGTCAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 230 



MMLLVQGACCSNQWIAAVLLSLCCLLPSO^^ 

GAS KGAWLNRS SI I FAGGDKWS VDPRVS I STLNKRDYSLQ I QNVDVTDDGPYTCS VQTQHT P 
RTMQVHLTVQVPPKZYDISNDMTVNEGTNVTLTC 

DIYGITRDQAGEYECSAENAVSFPDVRKVKVVVOTAPTIQEIKSGTVTPGRSGLIRCEGAGV 
PPPAFEWYKGEKK1ENGQQGI IIQNFSTRSILTVTNVTQ^^ 
NPPSTAQYGITGSADVLFSCWYLVLTLSSFTSIFYLKNAILQ 

Important features of the protein: 
Signal peptides 
amino acids 1-31 

Transmembrane domain: 

amino acids 326-345 

N-glycosylation sites* 

amino acids 71-75, 153-157, 273-277, 284-288, 292-296, 305-309 

Casein kinase XX phosphorylation site. 

amino acids 147-151, 208-212, 224-228 

Tyrosine kinase phosphorylation site. 

amino acids 178-186 

N-myristoylation sites. 

amino acids 7-13, 63-70, 67-73, 151-157, 239-245, 291-297, 
302-308, 319-325 

Myelin P0 protein: 

amino acids 92-121 
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AGTGGTTCGATGGGAAGGATCTTTCTCCAAGTGGTTCCTCTTC 

CTCGAGGACTTTGGCCATCTATAAAGCTTC^^ 

CGAGCTCTTGAGTGAGACCCAACAAGCTGCTTTT 

TCAATGTTCCAAAGCCCAAGAGGAGAAATGGGGTGAAC 

TACCTGATCCTGCTCACCGCTGGCGCTGGGCTGCD^ 

GCGGCTCCGGGTCCTGGAGATGTATTTCCTCAATGACA 

CCTTCTCCTTGCTGCAGTCAGCACACCCTGGAGAACACCTGGCT 

CAAGTCCTGCAGGCCCAACTCACCTGGGTCCGCGTCAGCCATGAGC^ 

AGACAACTTCACTCAGAACCCAGGGATGTT 

TTCAAGGTCACAAGGGGGCCATGGGCATGCCTGGTC 

GAGAAGGGAGCCAAGGGGGCTATGGGACGAGATGGAGCAACAGGCCCCT 

CCCACCGGGAGTCAAGGGAGAGGCGGGCCTCCAAGGACCCCAGGGTG 

GAGCC^CTGGCACCCCAGGACCCCAAGGAGAG 

GGCCCAAAAGGGGAAACTGGAACTAAGGGAGAGAAAGGAGACCTGGCT 

AGGGGACAGGGGC^TGAAAGGAGATGCAGGGGTCATGGGGCCT 

AAGGTGACTTCGGGAGGCCAGGCCCACCAGGTTTGGCTO 

CAAGGACAACCTGGACTGCAGGCTGTTCCX3GGCCCTCCT 

CAAGGGTGAGCCTGGCAGTGCTGGCTCCCCTGGGCGA 

GTCCAGGAGCCACAGGCCTGAAAGGAAGCAA^ 

AGAAAAGGAGAATCAGGAGTTCCAGGCCCTGCAGGTGTGAAGGGAGAAC^ 

GCTGGCAGGTCCCAAGGGAGCCCCTGGACAAGC^^ 

GATCTTCTGGGGAGGAAGGAGTAAAGGGAGAAAAAGGT^ 

GTCAGGATTGTCGKXIAGTAGTAACCGAGGCCGGG 

GACAATTTGCGATGACGAGTGGCAAAATTCT 

ACTCCAAAGGAAGGGCCCTGTACAAAGTGGGAGCTGGCACT 

GTTCAGTGTCGGGGCACGGAGAGTACCCTGTGGAGCTC 

TGACTGCAGCCACGAGGAGGACGCAGGCGTGGAGTGCAGCX5 

CTTCTCTGCTCCCGAGGTGTCCTCGGG 

TCCCTGGGGACAACTGAGCAGCCTCTGGAG^ 



FIGURE 232 

></usr/seqdb2/sst/DNA/Dnaseqs,full/ss.DNA68886 

xsubunit 1 of 1, 520 aa, 1 stop 

><MW: 52658, pi: 9-16, NX(S/T) ; 3 

MIUtfKKILKEDELLSETQQAA^ 
LWQVLNLQARLRVLEMYFLNDTLAAEDSPSFSLLQS 

VSHEHLLQRVDNFTQNPGMFRI KGEQGAPGLQGHKGAMGMPGAPGPPGPPAEKGAKGAMGRD 

GATGPSGPQGPPGVKGEAGLQGPQGAPGKQGATGTPGPQGE KGS KGDGGLIGPKGBTGTKGE 

KGDLGLPGSKGDRGMKGDAGVMGPPGAQGSKGDFGRPGPPGLAGFPGAKGDQGQPGLQGVPG 

PPGAVGHPGAKGEPGSAGSPGRAGLPGSPGSPGATGLKGSKGDTGLQGQQGRKGESGVPGPA 

GVKGEQGSPGIAGPKGAPGKJAGQK3GDQG 

AEVYYSGTWGTICDDEWQNSDAIWCR^^ 

SCTKNSWGHHDCSHEEDAGVECSV 

Transmembrane domains 
amino acids 47-66 (type II) 

N-glycosylation sites* 

amino acids 43-47, 83-87, 136-140 

Tyrosine kinase phosphorylation site. 

amino acids 432-440 

N-myristoylation sites. 

amino acids 41-47, 178-184, 253-259, 274-280, 340-346, 346-352, 
400-406, 441-447, 475-481, 490-496, 515-521 

Amidation site, 
amino acids 360-364 

Leucine zipper pattern, 
amino acids 56-78 

Speract receptor repeat 
amino acids 422-471, 488-519 

Clq domain proteins. 

amino acids 151-184, 301-334, 316-349 



FIGURE 233 



CCCACG(X3TCCX3AAGGCAGACAAAGGTTCATTT^ 
CTTCTCCTTTTGCCCAAACTCACCCA^^ 

ACGAAAAGGAAAGAAGAAAAAGCiGCCAAAAGCCAA AATOO UUlC^ 

CATTGGGCTAACTTTGCTGCTAGGAGTTC^ 

GAAAGATACTAAAAGATCACAACTGTCACAACCTTC^ 

ATTGATGTCAATGTCCAGGATCATTTCTGGGATGGGAAGGGATGTGAGATGATCTGTTACTG 
CAACTTCAGCGAATTGCTCTGCTGCCC^y\AAGACGTTTTCnTGGA 
TGATTCCTTGCAAC^TCAATGAGAATCTTCATGTATTCTGGAGAACACCATTCCT 
CCACAAACTGCACTACATCAGTATAACTGCATTTC^ 

AGATTCTATAAATTCTTACTTGTCTAAGACAAGTAAATCTGTGTTAAACAAGTAGTAATAAA 
AGTTAATTCAATCTAAAAAAAAAAAAA 



FIGURE 234 

</usr/ segdb2/sst/DNA/Dnaseqs .min/ss .DNA52758 
<subunit 1 of 1, 98 aa, 1 stop 
<MW; 11081, pi: 6.68, NX(S/T) : 1 

MKLMVLVFTIGLTLLLGVQAMPANRLSCYRKI LKDHNCHNLPEGVADLTQIDVNVQDHFWIX3 
KGCEMICYCNFSELLCCPKDVFPGPKISPV1PCNNQ 

Important features: 
Signal peptides 

amino acids 1-20 

N-glycosylation site, 
amino acids 72-76 

Tyrosine kinase phosphorylation site. 

amino acids 63-71 



CCCACGCGTCCGCGGACGCGTGGGCTGGACCC 
CTGATAAGCGAGGCATTAGTGAGATTGAGAGAGACT^ 
GCGCAGTAGAGCAGCAGCACAGGCGCGGGTCCCGGGAGGCCG^ 
TGGAATCTCCTTCACGAAACCGACTCGGCTC^ 
CGCTGGGGCGCTGGTGCTGGCGGGTGGCTTCT^ 
TAAAATCCTCCAATGAAGCTACTAAGAT^ 
GAATTGAAAGCTGAGAAGATCAAGAAGTTCT^ 
AGGAACAGAACAAAACTTTCAGCTTGCAAAGCA 
TGGATTCTGTTGAGCTAGCTCATTATGATC 
AACTACATCTCAATAATTAATGAAGATGG^ 
ACCTCCTCCAGGATATGAAAATGTTTCGGATATTGTACCACCT^ 
AAGGAATGCCAGAGGGCGATCTAGTGTATGTTAACTATC 
TTGGAACGGGACATGAAAATCAATTGCTCTGGGAAAATTGTAATTGCC^ 
TTTCAGAGGAAATAAGGTTAAAAATGCCCAGCTGGCA^^ 
Q CCGACCCTGCTGACTACTTTGCTCCTGGGGTGAAGTCCTATCC^ 
*g GGAGGTGGTGTCCAGCGTGGAAATATCCTAAATC^ 
m AGGTTACCCAGCAAATGAATATGCTTATAGGCGTGGAATTGCA 
v] GTATTCCTGTTCATCCAATTGGATACTATGATGCACAGAAGCT 
m TCAQCACCACCAGATAGCAGCTGGAGAGGAAG 
fy. CTTTACTGGAAACTTTTCTACACAAAAAG 
S CGAGAATTTACAATGTGATAGGTACTCTCAGAGK^^ 
HI CTGGGAGGTCACCGGGACTCATGGGTGTTTGGT^ 
3 TGTTCATGAAATTGTGAGGAGCTTTGGAACACT 
U CAATTTTGTTTGCAAGCTGGGATGCAGAAGAATTO 
Q GAGGAGAATTCAAGACTCCTTCAAGAGCGTGGCGTG^ 
M- AGAAGGAAACTACACTCTGAGAGTTGAT^ 
Ul TAACAAAAGAGCTGAAAAGCCCTGATGAAGGCTTTGAAGGCA 
P ACTAAAAAAAGTCCTTCCCCAGAGTTC^^ 
H AAATGATTTTGAGGTGTTCTTCCA^ 

AAAATTGGGAAACAAACAAATTCAGCGGCTATC 

GAGTTGGTGGAAAAGTTTTATGATCCAATGTTTAAATATCACCT 

AGGAGGGATGGTGTTTGAGCTAGCCAATTCCATAGT 

CTGTAGTTTTAAGAAAGTATGCTGACAAAATCTACAGTAT^ 

ATGAAGACATAC&GTGTATCATTTGATT 

TGCTTCCAAGTTCAGTGAGAGACTCCAGGACTTO 

TGATGAATGATCAACTCATGTTTCTGGAAAGAGCATTTAT^ 

AGGCCTTTTTATAGGCATGTCATCTA^ 

ATTCCCAGGAATTTATGATGCTCTCTTTGATATTGAAAGCAAA 

GGGGAGAAGTGAAGAGACAGATTTATGTTGCAGCCT 

TTGAGTGAAGTAGCCT^GAGGATTTTTTAGAGAATCCGTATT^ 

CTCAGAAAGAATCGTAATGGGTATATTGATAAATTTT 

TGAATATTATATATAA 



FIGURE 236 

></usr/seqdb2/sst/DNA/Dnaseqs,full/ss.DNA52756 
xsubunit 1 of 1, 750 aa, 1 stop 
><MW: 84305, pi: 6.93, NX(S/T) : 10 
MWNLLHETOSAVATARRPRWLC^^ 
DELKAENIKKFLHNFTQIPH 

PNYISIINEDGNEIFNTSLFEPPPPGYENVSDIVPPFSAFSPQ6MPEGDLVYVNY 
KLERDMKI NCSGKI VIARYGKVFRGNKVKNAQLAGAKGVI LYSD PADYFAPGVKS YPDGWNI* 
PGGGVQRGNI LNLNGAGDPLTPGYPANEYAYRRGI AEAVGLPS I PVHP I GYYDAQKLLEKMG 
GSAPPDSSWRGSLKVPYNVGPGPTGNPSTQKTKMHIHST^VTRIY 
ILGGHRDSWVFGGIDPQSGAAVVHEIVRSFGTLK^ 
AEENSRLLQERGVAYINADSSIEGNYTLRVDCT 
WTKKSPSPEFSGMPRISKLGSGNDFEVFFQRLGIAS^ 
YELVEKFYDPMFKYHLTVAQVRGCT1VFELANSI 
EMKTYSVSFDSLFSAVKNFTEIASKFSERLQDFDKSNPIV^ 



m 

\f\ DRPFYRHVIYAPSSHNKYAGESFPGIYDALFDIESKVDPSKAWGEVKRQIYVAAFW 



TLSEVA 



Signal sequence: 

□ amino acids 1-40 

N-glycosylation sites. 

amino acids 76-80, 121-125, 140-144, 153-157, 195-199, 336-340, 
459-463, 476-480, 638-642 

Tyrosine kinase phosphorylation sites* 

amino acids 363-372, 605-613, 606-613, 617-626 



N-myristoylation sites. 

amino acids 85-91, 168-174, 252-258, 256-262, 282-288, 335-341, 
360-366, 427-433, 529-535, 707-713 



